E value 
Match length 
% identity 
NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

-NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-23 

133 

47 

cysteine proteinase - clove pink (fragment) >gi_595986 
(U17135) cysteine proteinase [Dianthus caryophyllus] 

232007 

LIB3197-044-Q1-M1-H4 

BLASTX 

g2252860 

113 

9.0e-13 

109 

50 

(AF013294) No definition line found [Arabidopsis thaliana] 
232008 

LIB3197-04 4-Q1-M1-H5 

BLASTX 

g3163946 

509 

7.0e-52 
117 

85 ' 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
232009 

LIB3197-04 4-Q1-M1-H6 

BLASTX 

g2832672 

194 

4.0e-15 

64 

64 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
232010 

LIB3197-04 4-Q1-M1-H9 

BLASTX 

g4490332 

160 

7.0e-ll 

65 

55 

(AL035656) putative protein [Arabidopsis thaliana] 
232011 

LIB3197-045-Q1-M1-A10 

BLASTX 

g3182981 

550 

l.Oe-56 

130 ' 
80 

CELL ELONGATION PROTEIN DIMINUTO >gi_,1695692_dbj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



33401 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232012 

LIB3197-045-Q1-M1-A2 

BLASTX 

gl29232 

572 

4.0e-59 

140 

76 

ORYZAIN 
(EC 3.4 

>gi_218183_dbj 
[Oryza sativa] 



BETA CHAIN PRECURSOR >gi_67 645_pir KHRZOB oryzain 

22.-) beta precursor - rice 

BAA14403 {D90407) oryzain beta precursor 



232013 

LIB3197-045-Q1-M1-A3 

BLASTX 

g312179 

566 

2.0e-58 

113 

94 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytbsolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 


232014 


Seq. ID 


LIB3197-045-Ql-Mr-A4 


Method 


BLASTX 


NCBI GI 


g224159 


BLAST score 


464 


E value 


4 .Oe-50 


Match length 


110 


% identity 


95 


NCBI Description 


cytochrome b559 [Spinacia 


Seq. No. 


232015 


Seq. ID 


LIB3197-04 5-Q1-M1-A6 


Method 


BLASTX 


NCBI GI 


gl350984 


BLAST score 


200 


E value 


8.0e-24 


Match length 


68 


% identity 


91 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S3A 




protein S3a [Helianthus ar 


Seq. No. 


232016 


Seq. ID 


LIB3197-045-Q1-M1-A9 


Method 


BLASTX 


NCBI GI 


g2811278 


BLAST score 


542 



(L31645) ribosomal 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-55 

131 

76 

(AF043284) expansin [Gossypium hirsutum] 



33402 



Seq. No. 


232017 


Seq. ID 


LIB3197-045-Q1-ML-B1 


Method 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


383 


E value 


4 ,0e-37 


Match length 


109 


% identity 


69 


NCBI Description 


(AC006931) putative MAP kinase 


Seq, No. 


232018 


Seq, ID 


LIB3197-04 5-Q1-M1-B10 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


348 


R 1 lie 


7 .Oe-33 


Match length 


110 


% 1 dpnt i t V 


62 


NCRT DescriDtion 


(AC005882) 66284 [Arabidopsis 


Seq, No. 


232019 


Seq. ID 


LIB3197-045-Q1-M1-B11 


Method 


BLASTX 


NCBI GI 


g266944 


BLAST score 


597 


E value 


3.0e-62 


Match length 


117 


% identity 


95 


NCBI Description 


60S RIBOSOMAL PROTEIN L2 (L8) 



>gi_71078_pir R5TOL8 ribosomal protein L8, cyto'solic - 

tomato >gi_19343_einb_CAA45863_ (X64562) ribosomal protein 
L2 [Lycopersicon esculentum] 



Seq. No. 


232020 


Seq, ID 


LIB3197-04 5-Q1-M1-B12 


Method 


BLASTX 


NCBI GI 


g27 91834 


BLAST score 


756 


E value 


l,0e-80 


Match length 


143 


% identity 


99 


NCBI Description 


(AF041463) elongation factor 1-alpha [Manihot esculenta] 


Seq. No. 


232021 


Seq. ID 


LIB3197-04 5-Q1-M1-B2 


Method 


. BLASTX 


NCBI GI 


■g2829870 


BLAST score 


453 


E value 


3,0e-45 


Match length 


135 


% identity 


65 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


232022 


Seq, ID 


LIB3197-04 5-Q1-M1-B3 


Method 


BLASTX 



33403 



NCBI GI 


gl076678 


DiiHoi score 




E value 




Matcn lengtn 


/ y 


% identity 




nldI uescnption 


UDxquicxn / 


oeq . wo . 




beq. iu 




Method 


BLASTX 


NCBI GI 


g4490317 




ZOO 


E value 


V . ue z u 


Match lengtn 




% identity 




NCBI Description 


t AJjUoO D 1 O ) ] 


beq, JNO . 


Z JZ. UZ 4 


beq. xu 






RT.ASTX 


NCBI GI 


gl23650 


BLAST score 


567 


E value 


l.Oe-58 


Match length 


110 


% identity 


97 


NCBI Description 


HEAT SHOCK 



ribosomal protein S27a - potato (fragment) 



;NATE 70 KD PROTEIN >gi_82245_pir S03250 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 



heat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232025 

LIB3197-045-Q1-M1-B9 

BLASTX 

g464806 

149 

l,0e-09 

129 

34 

SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) 

>gi_423182_pir ^A40692 signal recognition particle 72K 

chain - dog >gi_2977 68_emb_CAA4 8014_ (X67813) signal 
recognition particle, 72 kDa subunit [Canis familiaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232026 

LIB3197-045-Q1-M1-C1 

BLASTX 

g3367534 

157 

l.Oe-10 

92 

41 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thali-ana] 



Seq. No. 
Seq. ID 



232027 

LIB3197-045-Q1-M1-C10 



33404 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464707 

530 

3.0e-54 

109 

94 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein SIS. A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434 34 5_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R304 30 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) 818. A ribosomal 
protein [Arabidopsis thaliana] 

232028 

LIB3197-045-Q1-M1-C12 

BLASTX 

g2811278 

638 • . • 

7.0e-67 

130 

88 

(AF043284) expansin [Gossypium hirsutum] 
232029 

LIB3197-045-Q1-M1-C5 

BLASTX 

g3913414 

287 

7.0e-51- 

142 

75 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 2 (ADOMETDC 2) 
(SAMDC 2) (SAMDC16) >gi_1155242 (U38527) 
S-adenosylmethionine decarboxylase 2 [Dianthus 
caryophyllus] 

232030 

LIB3197-045-Q1-M1-C7 

BLASTX 

g2967452 

157 

5.0e-ll 

84 

42 

{AB010882) hSNF2H [Homo sapiens] 

>gi_4507075_ref_NP._003592.1_pSMARCA5_ SWI/SNF related, 
matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 



33405 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232031 - 

LIB3197-045-Q1-M1-C9 

BLASTX 

g464707 

373 

6.0e-36 

81-- 
91 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ {Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ {Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ {Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232032 

LIB3197-04 5-Q1-M1-D3 

BLASTX 

g2351374 

438 

2.0e-43 

97 

86 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 



Seq'. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232033 

LIB3197-045-Q1-M1-D5 

BLASTX 

g4426565 

158 

l.Oe-10 

144 

26 

(AF031483) unknown [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232034 

LIB3197-045-Q1-M1-D6 

BLASTX 

g2088653 

348 

7.0e-33 
108 
63 

(AF002109) 
thaliana] 



Hslpro-1 related protein isolog [Arabidopsis 



33406 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232035 

LIB3197-045-Q1-M1-D8 

BLASTX 

g2738248 

410 

2.0e-40 

99 

79 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



oeq. NO. 






■ xu 


LIB3197-04 5-O1-M1- 


■D9 


Method 


BLASTX 




NCBI GI 


gl931655 




BLAST score 


538 




E value 


3.0e-55 




Match length 


141 




% identity 


74 




NCBI Description 


(U95973) receptor- 


-kinase isolog [Arabidopsis thaliana] 


Seq. No. 


232037 




Seq. ID 


LIB3197-045-Q1-M1- 


-El 


Method 


BLASTX 




NCBI GI 


g465820 




BLAST score 


438 




E value 


2.0e-43 




Match length 


105 




% identity 


69 




NCBI Description 


HYPOTHETICAL 18.5 


KD PROTEIN C40H1.6 IN CHROMOSOME III 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA7 9557_ (Z19154) 
C40H1.6 [Caenorhabditis elegans] 

232038 

LIB3197-045-Q1-M1-E10 

BLASTX 

gll74470 

141 

4.0e-17' 

97 

56 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285_prf 2208301A 

integral membrane protein [Mus musculus] . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232039 

LIB3197-045-Q1-M1-E11 

BLASTX 

g4098129 

394 

3.0e-38 

95 

83 

{U73588) sucrose synthase [Gossypi\am hirsutum] 



33407 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. . No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232040 . . 

LIB3197-045-Q1-M1-E12 

BLASTX 

g3335355 

500 " ^ 

7.0e-51 

101 

27 

{AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a-pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

232041 

LIB3197-04 5-Q1-M1-E2 

BLASTX 

g4097579 

438 

2.0e-43 

90 

89 

{U64922) NTGPl [Nicotiana tabacum] 
232042 

'LIB3197-045-Q1-M1-E5 
BLASTX 
g4262149 
259 

2.0e-22 

72 

71 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

232043 

LIB3197-045-Q1-M1-E6 

BLASTX 

g2501578 

281 

l.Oe-49 

115 

96 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 

232044 

LIB3197-04 5-Q1-M1-E8 

BLASTX 

g950299 

588 

5.0e-61 

124 

87 

(L4 6792) xyloglucan endotransglycosylase precursor 



33408 



(Actinidia deliciosa] 



Seq. No. 

Seq. ID 

^lethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232045 

LIB3197-04 5-Q1-M1-E9 

BLASTX 

g2499612 

432 

5.0e-51 

138 

76 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 1 (PMEKl) 

>gi_107 6650_pir S52989 mitogen-activated, 

extracelluar-regulated protein kinase 1 (EC 2.7.1,-) - 
garden petunia >gi_603871_emb_CAA584 66_ (X83440) MAP/ERK 
kinase^ 1 [Petunia x hybrida] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
^ NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value . 
Match length 
% identity 
'NCBI' Description 

■ -*^"--Seq:- -'-No . - . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



232046 

LIB3197-045-Q1-M1-F1 

BLASTX 

g2286153 

402 

2.0e-39 

83 

96 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
232047- 

LIB3197-04 5-Q1-M1-F10 

BLASTX 

g4138137 

566 

2.0e-58 
134 

71 ... * 

(AJ012796) ss-galactosidase . [Lycopersicon esculentum] 

-232'Q4'8 "'W.v5;:r/-:: " ' . * '7 ■ • ' 
LIB31 97-04 5-Ql-Ml-Fll 
BLASTX 
gl26896 
611 

9.0e-64 

132 

90 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232049 

LIB3197-04 5-Q1-M1-F12. 

BLASTX 

g2499607 

719 

2.0e-76 
139 



33409 



% identity 

NCBI Description 



94 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 3 {MAP KINASE 3) 

{ATMPK3) >gi_62954 4_pir S40469 mitogen-activated protein 

kinase 3 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457398_dbj_BAA04866_ (D21839) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232050 

LIB3197-045-Q1-M1-F2 

BLASTX 

g3650378 

156 • 

2.0e-10 

56 

52 

(AL031740) putative rRNA biogenesis protein; rrp5 homolog; 
multiple SI rna binding domain protein [Schizosaccharomyces 
pombe] 

232051 

LIB3197-045-Q1-M1-F4 

BLASTX 

g3493172 

623 

4.0e-65 

133 

92, 

{U89609) fiber annexin [Gossypium hirsutum] 
232052 

LIB3197-045-Q1-M1-F5 

BLASTX 

g2245378 

679 

l.Oe-71 

139 ■ 
88 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 
232053 

LIB3197-045-Q1-M1-F6 

BLASTX 

gl25887 

223 

3.0e-18 

115 

44 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232054 

LIB3197-045-Q1-M1-F7 

BLASTX 

g3334115 

457 



33410 



E value 
Match- length 
% identity 
NCBI Description 



9.0e-46 

97 

93 

ADP.ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232055 

LIB3197-045-Q1-M1-F8 

BLASTX 

ga080420 

497 

2.0e-50 

121 

75 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232056 

LIB3197-045-Q1-M1-F9 

BLASTX 

g870726 

427 

4.0e-42 

116 

76 

(L38260) biotin carboxylase subunit [Nicotiana tabacum] 

>gi_1582354_prf 2118337A Ac-CoA carboxylase : SUBUNIT=biotin 

carboxylase [Nicotiana tabacum] 

232057 

LIB3197-045-Q1-M1-G3 

BLASTX 

gl946355 

358 

4.0e-34 

124 

56 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

232058 

LIB3197-045-Q1-M1-G4 

BLASTX 

g4544409 

4 04 

2.0e-39 

123 

63 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



232059 

LIB3197-04 5-Q1-M1-G6 
BLASTX 



33411 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129578 
224 

l.Oe-33 

139 

62 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ {Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 



Ccirr Mo 


232060 


Cci*^ T n 
oecj . LU 




Method 


BLASTX 


NCBI GI 


g3242705 


dlj\o L scuire 


J J ** 


tj vaj-ue 


X . J J 


Maucn j.engun 


o ^ 




77 




(AC003040) putative nicotinate phosphoribosyltransf era 




^ rix cii_/ J-UVJk^O X o L. 1 id -1. J. uiia J 


OeCJ . INO • 




Seq. ID 


LIB3197-045-Q1-M1-H11 


Method - 


BLASTX 




al220196 


dJjHo 1 score 


J o u 


E value 


ft n^i-fii 

O . UC DX_. 


lyjaLcn j-engt-ii 


131 


^ laeni-iLy 


ft ^ 




^n4gnfi11 ?ilrnhol dehvdroaenase 2a FGossvoium hirsutum] 


beq. INO. 




Seq.. ID 


LIB3197-045-Q1-M1-H4 


Method 


BLASTX 


LN O X OX 


04098128 


OXiriD 1 ot-.L;Xfc: 


589 ' 


ej vaxue 






130 


% iUcllUXLy 


88 ^ * 


NCBI Description 


{U73588) sucrose synthase [Gossypium hirsutum] 


Seq. No. 


232063 


Seq. ID 


LIB3197-045-Q1-M1-H7 


Method 


BLASTX 


NCBI. GI 


gl707017 


BLAST score 


685 


E value 


2.0e-72 


Match length 


143 


% identity 


92 


NCBI Description 


(U78721) RNA helicase isolog [Arabidopsis thaliana] 


Seq.. No. 


232064 


Seq. ID 


LIB3197-045-Q1-M1-H9 


Method 


BLASTX 


NCBI GI 


g3925703 


BLAST score 


578 



33412 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-60 

126 

88 

(X95905) 



14-3-3 protein [Lycopersicon esculentum] 



232065 

LIB3197-04 6-Q1-M1-A11 

BLASTX 

g2119278 

607 

3.0e-63 

121 

91 

tubulin beta-1 chain - 



rice 



232066 

LIB3197-04 6-Q1-M1-A12 

BLASTX 

g2499498 

561 

6.0e-58 

120 

92 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC 

>gi_1161602_emb_CAA88840_ (Z48976) phosphoglycerate kinase 
(PGK) [Nicotiana tabacum] 

232067 

LIB3197-04 6-Q1-M1-A5 

BLASTX 

g4186184 

248 

3.0e-21 

120 

43 

(AF111168) unknown [Homo sapiens] 
232068 

LIB3197-04 6-Q1-M1-A6 

BLASTX 

g3914430 

394 

2.0e-41 

126 

72 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI . 
BLAST score 
E value 
Match length 



232069 

LIB3197-04 6-Q1-M1-A9 

BLASTX 

g2995384 

138 

7.0e-09 
55 



33413 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(AJ004810) cytochrome P450 monooxygenase [Zeamays] 
232070 

LIB3197-04 6-Q1-M1-B1 

BLASTX 

g3128234 

338 

l.Oe-31 

110 

66 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
232071 

LIB3197-04 6-Q1-M1-B11 

BLASTX 

g4056494 

368 

3.0e-35 

88 

76 

(AC005896) putative protein translocase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232072 

LIB3197-04 6-Q1-M1-B12 

BLASTX 

g4193388 

489 

3.0e-56 

137 

83 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232073 

LIB3197-04 6-Q1-M1-B4 

BLASTX 

g2497753 

185 

4.0e-14 

48 

62 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



232074 

LIB3197-04 6-Q1-M1-B6 

BLASTX 

g728880 

443 

4.0e-46 

139 

69 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARDl SUBUNIT HOMOLOG 
>gi_517485_emb_CAA54 691_ (X77588) ARDl N-acetyl transferase 



33414 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. m 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



homologue [Homo sapiens] >gi_1302661 (U52112) ARDl N-acetyl 
transferase related protein [Homo sapiens] 

232075 

LIB3197-046-Q1-M1-B7 

BLASTX 

g2895559 

151 

7.0e-10 

55 

47 

(AF038554) drpl [Homo sapiens] 

>gi_4503395_ref_NP_003668 . l_pDRP_ density-regulated protein 
232076 

LIB3197-04 6-Q1-M1-B9 

BLASTX 

g2662343 

554 

4.0e-57 

106 

99 

(D63581) EF-1 alpha [Oryza sativa] 
232077 • 

LIB3197-04 6-Q1-M1-C1 
BLASTX 

g4262236 . 
397 

l.Oe-38 

108 

75 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

232078 

LIB3197-04 6-Q1-M1-C10 

BLASTX 

g267082 

500 

8.0e-51 

97 

94 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

232079 

LIB3197-04 6-Q1-M1-C12 

BLASTX 

g2129540 

561 

7.0e-58 

139 

76 

ATP sulfurylase (clone APS2) precursor - Arabidopsis 
thaliana ( fragment ) 



33415 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232080 

LIB3197-046-Q1-M1-C7 

BLASTX 

g3668089 

151 

7.0e-10 

50 

48 

(AC004 667) unknown protein [Arabidopsis thaliana] 
232081 

LIB3197-04 6-Q1-M1-C8 

BLASTX 

gl771162 

527 

6.0e-54 

129 

69 

(X98930) SBT2 [Lycopersicon esculentuin] 
>gi_3687307_enib_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

232082 

LIB3197-04 6-Q1-M1-D10 

BLASTX 

gl703108 

574 

l.Oe-78 

150 

97 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

S.eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232083 

LIB3197-04 6-Q1-M1-D3 

BLASTX 

g3868758 

419 

3.0e-41 

101 

76 

(D89802) elongation factor IB gamma [Oryza sativa] 
232084 

LIB3197-04 6-Q1-M1-D6 

BLASTX 

gl542941 

331 

6.0e-31 

106 

67 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



33416 



Seq. No. 
Seq.' ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232085 

LIB3197-04 6-Q1-M1-D7 

BLASTX 

g4406780 

237 

6.0e-20 

53 

83 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

232086 

LIB3197-04 6-Q1-M1-D9 

BLASTX ^ 

g4056478 

291 

3.0e-26 

96 

65 

(AC005896) unknown protein [Arabidopsis thaliana] 



232087 

LIB3197-04 67Q1-M1-E10 

BLASTX 

g2673868 

383 

5.0e-37 

104 

77 

(Y14856) f imbriata-associated 



protein [Antirrhinum majus] 



232088 

LIB31 97-04 6-Q1-M1-E5 

BLASTX 

g2341034 

535 

7.0e-55 

110 

96 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
232089 

LIB3197-04 6-Q1-M1-E6 

BLASTX 

g3608137 

329 

l.Oe-30 

119 

54 

(AC005314) unknown protein [Arabidopsis thaliana] 
232090 

LIB3197-04 6-Q1-M1-F10 

BLASTX 

g4580389 

604 

6.0e-63 



33417 



Match length . 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
80 

(AC007171) unknown protein [Arabidopsis thaliana] 
232091 

LIB3197-04 6-Q1-M1-F12 

BLASTX 

gl362152 

238 

5.0e-20 

85 

49 

ribosomal protein S6 kinase homolog (clone Aspkll) - oat 
>gi_87198 6_enib_CAA56313_ (X7 9992) putative pp70 ribosomal 
protein S6 kinase [Avena sativa] 

232092 

LIB3197-04 6-Q1-M1-F6 

BLASTX 

g2500354 

625 

2.0e-65 

119 

97 

60S RIBOSOMAL PROTEIN LIO (EQM) >gi_19028 94_dbj_BAA194 62_ 
. (AB001891) QM' family protein [Solanum melongena] 

232093 

LIB3197-04 6-Q1-M1-F7 

BLASTX 

gl25051 

340 

3.0e-32 

83 

81 

ISOVALERYL-COA DEHYDROGENASE PRECURSOR (IVD) 
>gi_88038_pir_A37033 isovaleryl-CoA dehydrogenase (EC 
1.3.99.10) precursor - human >gi_306897 (M34192) 
isovaleryl-coA dehydrogenase (IVD) [Homo sapiens] 
>gi_45047 99_ref_NP_002216.1_pIVD_ isovaleryl Coenzyme A 
dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232094 

LIB3197-04 6-Q1-M1-F8 

BLASTX 

g3668089 

298 

3.0e-27 

104 

51 

(AC004 667) unknown protein [Arabidopsis thaliana] 
232095 

LIB3197-04 6-Q1-M1-F9 

BLASTX 

g475598 

301 



33418 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-28 , 

62 

95 

{U08382) 



BiP isoform C [Glycine max] 



232096 

LIB3197-04 6-Q1-M1-G1 

BLASTX 

g475598 

322 

6.0e-30 

115 

64 

{U08382) BiP isoform 



C [Glycine max] 



232097 

LIB3197-04 6-Q1-M1-G10 

BLASTX 

g2244973 

162 

5.0e-ll 
139 

37 ' 

{Z97340) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 



Seq. No. 


232098 


Seq. ID 


LIB3197-04 6-Q1-M1-G11 


Method 


BLASTX . ^ 


NCBI GI 


g3170525 


BLAST score 


187 


E value 


4.0e-14 


Match length 


56 


% identity 


68 


NCBI Description 


(AF054615) cellulase [Fragaria x ananassa] 


Seq. No. 


232099 . 


Seq. ID 


LIB3197-04 6-Q1-M1-G2 


Method 


BLASTX 


NCBI GI 


g416758 


BLAST score 


259 


E value 


2.0e-22 


Match length 


97 


% identity 


54 


NCBI Description 


SERINE CARBOXYPEPTIDASE PRECURSOR >gi 166674 



carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_4 4 5120_prf 19G8426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232100 

LIB3197-04 6-Q1-M1-G4 

BLASTX 

g267069 

497 

2.0e-50 

91 

99 



33419 



NCBI Description TUBULIN ALP HA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 ' 

. tubulin alpha chain - Arabidopsis thaliana >gi_li5'6914 

(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
*(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232101 

LIB3197-04 6-Q1-M1-G5 

BLASTX 

g3122673 

412 

2.0e-40 

109 

76 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_einb_CAB104 47_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

232102 

LIB3197-046-Q1-M1-G7 

BLASTX 

g4512658 

140 

l.Oe-08 

114 - - ' ' 

33 - , ' 

(AC006931) hypothetical protein [Arabidopsis thaliana] 

232103 

LIB31 97-04 6-Q1-M1-G8 

BLASTX 

g2213425 

427 

4.0e-42 

101 

54 

(Z97064) hypothetical protein [Citrus x paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232104 

LIB3197-04 6-Q1-M1-H10 

BLASTX 

g34508a9 

287 

7.0e-26 

86 

71 

(AF0838 90) 19S proteosome subunit 9 



[Arabidopsis thaliana] 



232105 

LIB3197-04 6-Q1-M1-H12 

BLASTX 

gll74592 

244 

2.0e-43 

90 • 

91 ' . 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



33420 



Seq. No. 

Seq. ID.-. 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



232106 

LIB3197-04 6-Q1-M1-H2 

BLASTX 

gl23620 

511 

2.06-58 

134 

90 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi__19258_emb_CAA37971_ (X54030) heat shock protein cognat 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232107 

LIB3197-046-Q1-M1-H3 

BLASTX 

g3334405 

344 

8.0e-33 

76 . 
95 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE 
>gi_2267583 (AF009338) vacuolar H+-ATPase 
[Gossypium hirsutum] 



E SUBUNIT) 
subunit E 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232108 

LIB3197-04 6-Q1-M1-H4 
BLASTX 
•gl764100 
342 

3.0e-32 

96 

73 

(U81805) GDP-D-mannose-4, 6-dehydratase [Arabidopsis 
thaliana] 



Seq. No. 232109 

Seq. ID LIB3197-046-Q1-M1-H6 

Method BLASTX 

NCBI GI gl498386 

BLAST score 4 97 

E value 2.0e-50 

Match length 97 

% identity 97 

NCBI Description (U60509) actin [Zea mays] 

Seq. No. 232110 

Seq. ID LIB3197-046-Q1-M1-H7 

Method BLASTX 

NCBI GI g2244850 

BLAST score 256 

E value 4.0e-22 

Match length 14 0 

% identity 49 

NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 



33421 



Seq. No. 


232111 


Seq.* " ID 


LIB3197-04 6-Q1-M1-H8 


Method 


BLASTX . . - 


NCBI GI 


g3043428 


BLAST score 


-326 


E value 


2.0e-30 


Match length 


96 


% identity 


74 


NCBI Description 


{AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


232112 


Seq. ID 


LIB31 97-04 7-Ql-Ml-Al 


Method 


BLASTX 


NCBI GI 


g3420751 


BLAST score 


343 


E value 


2.0e-32 


Match length 


121 


% identity 


52 


NCBI Description 


(AF0794 48) cytochrome c oxidase assembly protein 


- 


[Dictyostelium discoideum] 


Seq. No. 


232113 


Seq. ID 


LIB3197-04 7-Q1-M1-A10 


Method 


BLASTX 


NCBI GI 


gll68972 


BLAST score 


369 


E value 


2.0e-35 


Match length 


115 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



42 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA 

PRECURSOR >gi_480969_pir S37557 clpA protein - rape 

(fragment) >gi_406311_emb_CAA53077__ {X75328) clpA [Brassica 
napus] 

232114 

LIB3197-047-Q1-M1-A11 

BLASTX 

g2160151 

362 

l.Oe-34 

122 

61 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260). [Arabidopsis thaliana] 

232115 

LIB3197-047-Q1-M1-A2 

BLASTX 

gll07526 

142 

l.Oe-08 

59 

42 

(X87931) SIEPIL protein [Beta vulgaris] 
232116 

LIB3197-047-Q1-M1-A4 



334-22 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. la 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl871577 
14 9 

4.0e-12 

95 

43 

(Y11553) putative 21kD protein precursor [Medicago sativa] 
232117 

LIB3197-047-Q1-M1-A6 

BLASTX 

g3881189 

402 

4.0e-39 

103 

71 

{Z99281) similar to ADP-ribosylation factor; cDNA EST 
'emBL:C0817 9 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 



Seq. No. 


232118 


Seq. ID 


LIB3197-047-Q1-M1- 


Method 


BLASTX 


NCBI GI 


gl617270 


BLAST score 


375 


E value 


3.0e-36 


Match length 


104 


% identity 


69 


NCBI Description 


{X94624) acyl-CoA 


Seq. No. 


232119 


Seq, ID 


LIB3197-047-Q1-M1- 


Method 


BLASTX 


NCBI GI 


g3023816 


BLAST score 


487 


E. value 


3.0e-49 


Match length 


109 


% identity 


82 


NCBI Description 


GLYCERALDEHYDE 3- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U3167 6) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

232120 

LIB3197-047-Q1-M1-B10 

BLASTX 

g4098129 

460 

6.0e-46 

88 

98 

(U73588) sucrose synthase [Gossypium hirsutum] 
232121 

LIB3197-047-Q1-M1-B12 

BLASTX 

g870726 



33423 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



480 

3;0e-48 

113 

84 

(L38260*) biotin carboxylase subunit [Nicotiana tabacum] 

>gi_1582354_prf 2118337A Ac-CoA carboxylase: SUBUNIT-biot in 

carboxylase [Nicotiana tabacum] 

232122 

LIB3197-047-Q1-M1-B3 

BLASTX 

g3213227 

150 

l.Oe-09 

89 

31 

(AF035209) putative v-SNARE Vtila [Mus musculus] 
>gi_3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 

232123 

LIB3197-047-Q1-M1-B6 

BLASTX 

g870726 

379 • . 

2.0e-36 

99 

77 

(L38260) biotin carboxylase subunit [Nicotiana tabacum] 

>gi__1582354_prf 2118337A Ac-CoA carboxylase : SUBUNIT=biotin 

carboxylase [Nicotiana tabacum] 

232124 

LIB3197-047-Q1-M1-B7 

BLASTX 

g2493131 

414 

l.Oe-40 

90 

92 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 {L11B62) vacuolar ATPase B subunit 
[Hordeum vulgar e] 

232125 

LIB3197-047-Q1-M1-B8 

BLASTX 

g4538913 

352 

2.0e-33 

84 

80 

(AL049482) putative protein [Arabidopsis thaliana] 
232126 

LIB3197-047-Q1-M1-B9 

BLASTX 

g4249382 



33424 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



514 

3.0e-52 

119 

82 

(AC005966) Strong similarity to gi_3337350- F13P17 . 3- 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

232127 

LIB3197-047-Q1-M1-C2 

BLASTX 

g3142294 

378 

2.0e-36 

83 

87 

(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


O "3 0 1 0 Q 


Seq. ID 


Lil DO 1 y / U 4 / \7l± 


Metnou 




NCBI GI 


gbZ / 4 by - 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


14 U 


% identity 


Q 

o 


NCBI Description 


nypotne t.xcax piroi-exii ^ iiuinciii 


Seq. No. 


9 o 9 T 9 Q 


Seq. ID 


LIB3197-047-Q1-M1-C5 


Method 


BLASTX 


NCBI GI 


g832876 


BLAST score 


639 


E value 


6.0e-67 


Match length 


140 


% identity 


89 


NCBI Description 


(L41345) ascorbate free radical 


lycopersicum] >gi_1097368_prf : 




radical reductase [Lycopersicon 


Seq. No. 


232130 


Seq. ID 


LIB3197-047-Q1-M1-C6 


Method 


BLASTX 


NCBI. GI 


g2213590 


BLAST score 


215 


E value 


2.Qe-21 


Match length 


102 


% identity 


51 


NCBI Description 


(AC000348) T7N9.10 [Arabidopsis 


Seq. No. 


232131 


Seq. ID 


LIB3197-047-Q1-M1-C7 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


648 



[Solanum 
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E value 
Match length 
% identity 
NCBI Description 



.5.06-68 
120 
98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



O n j~r M 
beCJ. ViO m 


^ ^ ^ J. «j 


beg. lu 


T.TR'^197-04 7-Ol-Ml-C8 




BLASTX 


NLdI ox 




dJjAo 1 score 


J O D 


E value 


2.0e-37 


Match length 


80 


% laenuiuy 




NCbi uescripnon 


4n<5 RTRO^OMAT. PROTF.TN S17 


beg . wo . 


^ o ^ A. ^ <j 


Seg. iu 




MetnOu 




IN O X \3 J- 


g485126 


BLAST score 




E value 


l.Oe-12 


Match length 


73 


% identity 


51 


NCBI Description 


{U00052) similar to RNA b 




elegans] 


Seg. No. 


232134 


Seg. ID 


LIB3197-047-Q1-M1-D10 


Method 


BLASTX 


NCBI GI 


g586038 


BLAST score 


•718 


E value 


3.0e-76 


Match length 


152 



% identity 

NCBI* Description 



94 

SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN CHLOROPLAST 
PRECURSOR (SRP54) (54 CHLOROPLAST PROTEIN) (54CP) (FFC) 

>gi_480296_pir S36637 signal recognition particle 54CP 

protein precursor - Arabidopsis thaliana 
>gi_396701_emb_CAA7 9981_ (Z21970) 54CP [Arabidopsis 
thaliana] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232135 

LIB3197-047-Q1-M1-D11 

BLASTX 

gl20669 

523 

2.0e-53 

122 

82 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG ■glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ {X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232136 

LIB3197-047-Q1-M1-D12 
BLASTX ^ 
gll9351 
203 

8.0e-16 

52 

77 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_84 950_pir 307586 

phosphopyruvate hydratase (EC 4.2.1.11) - fruit fly 

(Drosophila melanogaster ) >gi_794 6_emb_CAA34895_ (X17034) 
enolase (AA 1-433) [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232137 

LIB3197-047-Q1-M1-D3 

BLASTX 

gl35535 

300 

2.0e-27 

67 

88 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-l-ALPHA) 
(CCT-ALPHA) >gi_322602_pir JN0448 t-Complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 

thaliana] >gi_2326265^dbj_BAA21772_ ( D11352 ) CCT 

alpha/TCP-1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232138 

LIB3197-047-Q1-M1-D5 

BLASTX 

g2102696 

259 

2.0e-22 

128 

38 

(072761) karyopherin beta 3 [Homo sapiens] 

>gi_4504909_ref_NP_002262. l_pKPNB3_ karyopherin (importin) 
beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232139 

LIB3197-047-Q1-M1-D8 

BLASTX . 

gll69534 

645 

9.0e-68 

134 

93 

ENOLASE {2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi_433609_emb_CAA82232_ (Z28386) enolase [Ricinus 
communis] 



Seq. No. 



232140 
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Seq. ID 


LIB31 97-04 7-Ql-Ml-El 


Method 


BLASTX 


NCBI GI 


g541951 


BLAST score 


449 


E value 


l.Oe-44 


Match length 


143 


% identity 


64 


NCBI Description 


SPCP2 protein - soybean >gi 




[Glycine max] 


Seq. No. 


232141 


Seq. ID 


LIB3197-047-Q1-M1-E12 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST .score 


573 


E value 


3.0e-59 


Match length 


145 


% identity 


74 


NCBI Description 


{AL035539) putative protein 


Seq. No. 


232142 


Seq. ID 


LIB31 97-04 7-Q1-M1-E2 


Method 


BLASTX 


NCBI GI 


g2289961 


BLAST score 


319 


E value 


2.0e-29 


Match length 


89 


% identity 


75 


NCBI Description 


(U82434) AtRABS [Arabidopsi; 


Seq. No. 


232143 


Seq. ID 


LIB31 97-04 7-Q1-M1-F3 


Method 


BLASTX 


NCBI GI 


g2702281 


BLAST score 


235 


E value 


4 . Oe-39 


Match length 


159 


% identity 


46 


NCBI Description 


{AC0.03033) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


232144 


Seq. ID 


LIB3197-047-Q1-M1-F6 


Method 


BLASTX 


NCBI GI 


g2500521 


BLAST score 


186 


E value 


5.0e-14 


Match length 


46 


% identity 


76 



NCBI Description 



EUKARYOTIC INITIATION FACTOR 4A-15 (EIF-4A-15) 
>gi_485945_emb_CAA55739_ {X79138) NeIF-4A15 [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



232145 

LIB3197-047-Q1-M1-F7 

BLASTX 

g3318611 
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BLAST score 303 
E value l.Oe-27 
Match length 118 
% identity 57 

NCBI Description {AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232146 

LIB3197-047-Q1-M1-F8 

BLASTX 

g586076 

615 

2.0e-64 

115 

97 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir S35142 tubulin beta 

chain - white lupine >gi_4 02636_emb_CAA49736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 232147 

Seq. ID LIB3197-047-Q1-M1-F9 

Method BLASTX 

NCBI GI g2431769 

BLAST score 233 

E value l.Oe-23 

Match length / 78 

% identity 78 

NCBI Description (U62752) acidic ribosomal protein Pla [Zea mays] 

Seq. No. 232148 

Seq. ID LIB3197-047-Q1-M1-G1 

Method BLASTX 

NCBI GI g2811278 

BLAST score 651 

E value 2.0e-68 

Match length 133 

% identity 88 

NCBI Description (AF04 3284) expansin [Gossypium hirsutum] 

Seq. "No. 232149 

Seq. ID LIB3197-047-Q1-M1-G10 

Method BLASTX 

NCBI GI g3176387 

BLAST score 473 

E value l.Oe-47 

Match length 99 

% identity 85 

NCBI Description (AB009849) neuropsin [Homo sapiens] 

Seq. No. 232150 

Seq. ID LIB3197-047-Q1-M1-G11 

Method BLASTX 

NCBI GI g399082 

BLAST score 148 

E value 2.0e-09 

Match length 112 

% identity 37 ^ 



33429 



NCBI Description 



ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_322713_pir S28171 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain, chloroplast - garden pea >gi_169045 
(M94558) ATP synthase delta subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232151 

LIB3197-047-Q1-M1-G2 

BLASTX 

g2736147 

446 

2.0e-44 

104 

75 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAHl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232152 

LIB3197-047-Q1-M1-G3 

BLASTX 

g3355486 

315 

4 .Oe-29 

102 

62 

(AC004218) unknown protein [Arabidopsis thaliana] 
232153 

LIB3197-047-Q1-M1-G5 

BLASTX 

g3775987 

497 

2.0e-50 

118 

86 

(AJ010457) RNA helicase [Arabidopsis thaliana] 
232154 

LIB3197-047-Q1-M1-G6 

BLASTX 

g2213884 

416 

5.0e-45 

137 

70 

(AF004166) 2-isopropylmalate synthase [Lycopersicon 
pennellii] 

232155 

LIB3197-047-Q1-M1-G8 

BLASTX 

g3024127 

481 

l.Oe-48 

95 

96 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 



33430 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq., ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ IZ71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

232156 

LIB3197-047-Q1-M1-G9 

BLASTX 

g4490332 

170 

6.0e-12 

74 

51 

.(AL035656) putative protein [Arabidopsis thaliana] 
232157- 

LIB3197-047-Q1-M1-H1 

BLASTX 

g445613 

418 

2.0e-41 

95 

84 

ribosomal protein L7 [Solanum tuberosum] 
232158 

LIB3197-047-Q1-M1-H12 

BLASTX • 

g2935416 

465 

l.Oe-46 

116 

78 

(AF047896) isoflavone reductase homolog [Betula pendula] 
232159 

LIB3197-047-Q1-M1-H2 

BLASTX 

gl707018 

137 

l.Oe-18 

126 

53 

(U78721) CutA isolog [Arabidopsis thaliana] 
232160 

LIB3197-047-Q1-M1-H3 

BLASTX 

g2811278 

309 

2.0e-28 

108 

60 

(AF043284) expansin [Gossypiuin hirsutum] 
232161 

LIB3197-047-Q1-M1-H4 
BLASTX 



33431 



N.CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2384671 
580 

4.0e-60 

144 

78 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232162 

LIB3197-047-Q1-M1-H5 

BLASTX 

g3413700 

419 

2.0e-41 

117 

71 

(AC004747) putative YMEl protein [Arabidopsis thaliana] 
232163 

LIB3197-047-Q1-M1-H6 

BLASTX 

g2811278 

247 

2.0e-35 
110 
69 ^ 

(AF043284) expansin [Gossypium hirsutum] 
232164 

LIB3197-047-Q1-M1-H7 

BLASTX 

g267069 

596 

6.0e-62 

110 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
{M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

232165 

LIB3197-047-Q1-M1-H8 

BLASTX 

g2119278 

669 

l.Oe-70 

127 

99 



NCBI Description tubulin beta-1 chain - rice 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232166 

LIB3197-04 8-Q1-M1-A10 

BLASTX - 

gll72872 

338 

l.Oe-31 
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Match length 

% identity 

NCBI Description 



102 
67 ' 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ {AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq, No. 


232167 


Seq. ID 


LIB3197-048-Q1-M1-B10 


Method 


BLASTX 


NCBI GI 


g4539324 


BLAST score 


205 


E value 


4 .Oe-19 


Match length 


134 


% identity 


46 


NCBI Description 


(AL035679) kinesin liJce protein [Arabidopsis thaliana] 


Seq. No. 


232168 


Seq. ID 


LIB3197-048-Q1-M1-B11 


Method 


BLASTX 


NCBI GI 


gll55261 


BLAST score 


347 


E value 


8.0e-33 


Match length 


95 


% identity 


74 


NCBI Description 


(U40217) eulcaryotic release factor 1 homolog [Arabidopsis 




thaliana] 


Seq. No. 


232169 


Seq. ID 


LIB3197-048-Q1-M1-B4 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


517 


E value 


l.Oe-52 


Match length 


107 


% identity 


93 ^ ■ 


NCBI Description 


"(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


232170 


Seq. ID 


LIB3197-048-Q1-M1-B5 


Method 


BLASTX 


NCBI GI 


g3914097 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


68 


% identity 


60 


NCBI Description 


MYO-INOSITOL-1 (OR 4 ) -MONOPHOSPHATASE (IMP) (INOSITOL 




MONOPHOSPHATASE) >gi_2708322 (AF037220) inositol 




itionophosphatase [Mesembryanthemum crystallinum] 


Seq. No. 


232171 


Seq. ID 


LIB3197-048-Q1-M1-B6 


Method 


BLASTX 


NCBI GI 


g3522929 


BLAST score 


708 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 .Oe-75 

142 

92 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi__3738279 {AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

232172 

LIB3197-048-Q1-M1-C10 

BLASTX 

gl20649 

444 

8.0e-54 

140 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 

>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2.1.12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 (J02642) glyceraldehyde 3-phosphate 
dehydrogenase (EC 1.2.1.12) [Homo sapiens] >gi_182977 
(M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
glyceraldehyde-3-phosphate dehydrogenase [Homo, sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 
232173 

LIB3197-048-Q1-M1-C11 

BLASTX 

g2651303 

230 

5.0e-19 

101 

59 

(AC002336) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232174 

LIB3197-04 8-Q1-M1-C4 

BLASTX 

g3868758 

4 60 

4 .Oe-46 

113 

74 

(D89802) elongation factor IB gamma [Oryza sativa] 
232175 

LIB3197-048-Q1-M1-D10 

BLASTX 

g3236237 

403 

2.0e-39 

124 

61 

(AC004 684) putative ribotol dehydrogenase [Arabidopsis 



33434 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232176 

LIB3197-048-Q1-M1-D11 

BLASTX 

g3894193 

158 

l.Oe-10 
54 
57 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



232177 

LIB3197-048-Q1-M1-D6 

BLASTX 

g2894612 

571 

4.0e-59 

128 

77 

(AL021889) putative protein [Arabidopsis thaliana] 

232178 * ■ ^ • . 

LIB3197-048-Q1-M1-H1 

BLASTX ' 

gl658197 

707 

6.0e-75 

150 

85 

(U74630) calreticulin [Ricinus communis] >gi_1763297 
(U74631) calreticulin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI. - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232179 

LIB3197-04 8-Q1-M1-H2 

BLASTX 

gl296805 

208 

l.Oe-16 
55 
64 

(X90929) 
vulgare] 



C-terminal peptidase of the Dl protein [Hordeum 



232180 

LIB3197-048-Q1-M1-H3 

BLASTX 

g2689030 

196 

5.0e-15 

121 

40 

(AF034568) RNA guanylyltransf erase [Mus musculus] 
>gi_2697127 (AF025653) mRNA capping enzyme [Mus musculus] 



Seq. No. 



232181 



33435 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-048-Q1-M1-H7 

BLASTX 

g3282505 

202 

8.0e-16 

134 

45 

(AF020786) polyphenol oxidase precursor [Prunus armeniaca] 
232182 

LIB3197-048-Q1-M1-H9 . - 

BLASTX 

g2129887 

269 

l.Oe-23 

132 

45 

major inner envelope protein precursor, 96K, chloroplast - 
garden pea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



232183 

LIB3197-049-Q1-M1-A1 

BLASTX 

g3513738 

327 . ^ 

2.0e-30 

91 

69 

(AF080118).. similar to the GDSL family of lipolytic enzymes 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232184 

LIB3197-049-Q1-M1-A10 

BLASTX 

g2618689 

364 

3.0e-35 

78 

90 

{AC002510) unknown protein [Arabidopsis thaliana] 
232185 

LIB3197-04 9-Q1-M1-A12 

BLASTX 

g4239845 

478 

2.0e-48 

101 

92 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
232186 

LIB3197-04 9-Q1-M1-A5 

BLASTX 

g4455323 

280 

3.0e-25 



33436 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

12 . . ■ 

(AL035525) aminopeptidase-like protein [Arabidopsis 

thaliana] 
232187 

LIB3197-049-Q1-M1-A7 

BLASTX 

gl213629 

342 

4.0e-32 

93 

70 

(X95991) pectinesterase [Prunus persica] 
232188 

LIB3197-04 9-Q1-M1-A9 

BLASTX 

g4567235 

365 

8.0e-35 

114 

61 

(AC007119) putative phosphatidylinositol/phophatidylcholine 
transfer protein [Arabidopsis thaliana] 

232189 

LIB3197-04 9-Q1-M1-B10 

BLASTX 

g3668089 

212 

6.0e-17 

78 

47 

(AC004 667) unknown protein [Arabidopsis thaliana] 
232190 

LIB3197-049-Q1.-M1-B2 

BLASTX 

g3738320 

257 

4 .Oe-22 

123 

43 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 

232191 

LIB3197-04 9-Q1-M1-B3 

BLASTX 

gl477468 

114 

7.0e-12 ' 

85 

46 

(U35244) vacuolar protein sorting homolog r-vps33a [Rattus 
norvegicus] 



33437 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232192 

LIB3197-04 9-Q1-M1-B5 

BLASTX 

gl619297 

483 

7.0e-49 

92 

97 

(Y084 90) alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 [Hordeum vulgare] 



232193 

LIB3197-04 9-Q1-M1-B6 

BLASTX 

gl30696 

452 

2.0e-45 

89 

97 

PLACENTAL PROTEIN 11 PRECURSOR (PPll) 

>gi_107308_pir ^A34614 placental protein 11 precursor - 

human >gi_190211 (M32402) placental protein 11 (PPll) 
precursor [Homo sapiens] >gi_190213 (M36109) placental 
protein 11 [Homo sapiens] 



232194 

LIB3197-04 9-Q1-M1-B8 

BLASTX 

gl619297 

585 

l.Oe-60 

109 

98 

(Y084 90) alpha-tubulin 



2 [Hordeum vulgare] 



232195 

LIB3197-04 9-Q1-M1-B9 

BLASTX 

g2791834 

636 

l.Oe-66 

123 

98 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 



232196 

LIB3197 

BLASTX 

g267069 

772 

l.Oe-82 

148 

97 

TUBULIN 
tubulin 
(M84696 
(M84697 



-049-Ql-Ml-Cl 



ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

alpha chain - Arabidopsis- thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
) alpha-4 tubulin [Arabidopsis thaliana] 



33438 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



-232197 .V 

LIB3197-04 9-Q1-M1-C10 

BLASTX 

g529516 

537 

3.0e-55 

99 

89 

(L29099) beta-fructosidase [Solanum tuberosum] 
232198 

LIB3197-04 9-Q1-M1-C11 

BLASTX 

g541951 

223 

l.Oe-18 

70 

6 6 

SPCP2 protein - soybean >gi_310578 {L12258) nodulin-26 
[Glycine max] 

232199 

LIB3197-04 9-Q1-M1-C7 
BLASTX 
g4490332 
- 293 
2.0e-26 
103 
58 

(AL035656) putative protein [Arabidopsis thaliana] 
232200 

LIB3197-04 9-Q1-M1-C8 
BLASTX 
g4101564 
223 

3.0e-18 
130 
43 

{AF004556) IFA-binding protein [Arabidopsis thaliana] 
232201 

LIB3197-04 9-Q1-M1-C9 
BLASTX 
g2244732 
483' 
9.0e-49 
93 

(D88413) endo-xyloglucan transferase [Gossypium hirsutumj 
232202 

LIB3157-04 9-Q1-M1-D12 
BLASTX 
g870726 
319 



33439 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity" 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-29 

84 ^ ' - 

76 . ^ ^ 

(L38260) biotin carboxylase subunit [Nicotiana tabacumj 

>gi_1582354_prf 2118337A Ac-CoA carboxylase: SUBUNIT=biot in 

carboxylase [Nicotiana tabacum] 

232203 

LIB3197-049-Q1-M1-D2 

BLASTX 

g3097321 

196 

3.0e-15 

88 

44 

{AB013289) Bd 30K [Glycine max] 
232204 

LIB3197-04 9-Q1-M1-D4 

BLASTX 

g3132696 

436 . . 

2.0e-43 

98 

85 . ^ 

(AF061962) SAR DNA-binding protein-1 [Pisum sativum] „ 

232205 

LIB3197-04 9-Q1-M1-D6 

BLASTX 

gl33940 

557 

2.0e-57 

124 

92 

4 OS RIBOSOMAL PROTEIN S3A (SIA) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_GAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

232206 

LIB3197-049-Q1-M1-D9 

BLASTX 

g4204300 

188 

3.0e-14 

72 

54 

(AC003027) Unknown protein [Arabidopsis thaliana] 
232207 

LIB3197-04 9-Q1-M1-E1 

BLASTX 

g4220512 

188 

4.0e-14 
57 



33440 



*NCB?DeicJiption tAL035356) putative pectate lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
" E value 
Match length 
% identity 
NCBI Description 



232208 

LIB3197-049-Q1-M1-E11 

BLASTX 

g4508073 

303 

9.0e-28 

82 

67 

{AC005882) 43220 [Arabidopsis thaliana] 
232209 

LIB3197-04 9-Q1-M1-E4 

BLASTX 

g3080420 

256 

3.0e-22 
122 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

232210 

LIB3197-04 9-Q1-M1-E5 

BLASTX ■ 

gl31770 

284 

l.Oe-25 
80 
65 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_7 0880_pir 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium* discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1024) 
R3D024 



232211 

LIB3197-049-Q1-M1-E6 

BLASTX 

g3319882 

550 

l.Oe-56 
113 
95 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232212 

LIB3197-049-Q1-M1-E7 
BLASTX 
g3319882 
• 337 

3.0e-32 

70 

94 



33441 



NCBI Description (AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method •-• 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



232213 

LIB3197-049-Q1-M1-F1 

BLASTX 

g3702339 

149 

9.0e-10 
55 
• 62 

(AC005397) unknown protein [Arabidopsis thaliana] 
232214 

LIB3197-04 9-Q1-M1-F12 

BLASTX 

g2842490 

431 

l.Oe-42 
120 

70 ^. ^ . 1 

(AL021749) heat-shock protein [Arabidopsis thalianaj 
232215 

LIB3197-04 9-Q1-M1-F4 

BLASTX 

g4510406 

543 • 

9..0e-56 

130 

76 . u 1 - 1 

(AC006587) putative protein kinase [Arabidopsis thalianaj 

232216 

LIB3197-04 9-Q1-M1-F5 

BLASTX 

g2129499 

289 

6.0e-26 

52. 
100 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi_1000086 (U30506) E6 [Gossypium hirsutum] 

232217 

LIB3197-04 9-Q1-M1-G5 
BLASTX 
g2558654 
365 

7.0e-35 
114 
54 

(AC002354) No definition line found [Arabidopsis thaliana] 
232218 

LIB3197-04 9-Q1-M1-G6 
BLASTX 



33442 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539292 
406 

7.0e-40 

85 

87 

{AL049480) 
thaliana] 



putative ribosomal protein SIO [Arabidopsis 



232219 

LIB3197-049-Q1-M1-G8 

BLASTX 

g3182981 

298 

2.0e-27 

80 • . 
72 

CELL ELONGATION PROTEIN DIMINUTO >gi 1695692 dbj BAA13096 
{D86494) diminuto [Pisum sativum] ~ ~ ~ 

232220 

LIB3197-04 9-Q1-M1-G9 

BLASTX 

g267069 

308 

2.0e-28 

59 

93 

TUBULIN 
tubulin 
{M84696 
(M84697 



Seq. No, 
Seq. ID 
Method 



.ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
alpha chain - Arabidopsis thaliana >gi_166914 
) apha-2 tubulin [Arabidopsis thaliana] >gi 166916 
) alpha-4 tubulin [Arabidopsis thaliana] 

232221 

LIB3197-04 9-Q1-M1-H10 

BLASTX 

g3402279 

462 

2.0e-46 

94 

91 

(AJ000999) putative beta-subunit of K+ channels [Solanum 
tuberosum] 

232222 

LIB3197-04 9-Q1-M1-H12 

BLASTX 

g4544443 

459 

7.0e-46 

145 

29 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

232223 

LIB31 97-04 9-Q1-M1-H4 
BLASTX 



33443 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130051 
34 4 

l.Oe-32 
92 

67 ^ ^ 

xylose isomerase (EC 5.3.1.5) - barley 

>qi 1296807 emb CAA64544_ (X95256) xylose isomerase 

[Holdeum vuTgare] >gi^l588664_prf_2209268A xylose 

isomerase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method " 
NCBI GI 
BLAST score 
E value 
Match length 



232224 

LIB3197-050-Q1-M1-A11 

BLASTX 

g4102634 

206 

3.0e-16 
37 

{AF014396) Snakin-1 [Solanum tuberosum] 
232225 

LIB3197-050-Q1-M1-A12 

BLASTX 

gl684857 

445 

l.Oe-44 - - 

90 

37 

(U77940) polyubiquitin [Phaseolus vulgaris] 
232226 

LIB3197-050-Q1-M1-A2 

BLASTX 

g2586127 

229 

5.0e-19 
98 

(U89510) b-keto acyl reductase [Hordeum vulgarej 
232227 

LIB3197-050-Q1-M1-A6 

BLASTX 

g3901272 

472 

2.06-47. 

122 

77 

{AF067656) ZWIO interactor Zwint [Homo sapiens] 
232228 

LIB3197-050-Q1-M1-A8 

BLASTX 

g2501490 

241 

2.0e-20 
90 



33444 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVONOID 
3-0-GLUCOSYLTRANSFERASE) >gi_1620013_dbj_BAA12737^ (D85186) 
UDP-glucose : flavonoid-3-glucosyltransf erase [Gentiana 
trif lora] 

232229 

LIB3197-050-Q1-M1-B10 

BLASTX 

g475048 

609 

2.0e-63 

132 

63 

(X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 

232230 

LIB3197-050-Q1-M1-B11 

BLASTX 

g870726 

379 

2.0e-36 

93 ' 
82 

(L38260) biotin carboxylase subunit [Nicotiana tabacuiti] 

>gi 1582354_prf_2118337A Ac-CoA carboxylase: SUBUNIT^biot in 

carboxylase [Nicotiana tabacum] 

232231 

LIB3197-050-Q1-M1-B12 

BLASTX 

gl351867 

635 

2.0e-66 1 
118 
100 

ACTIN, CYTOPLASMIC 1 (BETA-ACTIN) 
beta-actin [Cricetulus griseus] 



>gi 761724 (U20114) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232232 

LIB3197-050-Q1-M1-B3 

BLASTX 

g4538939 

697 

8.0e-74 

140 

94 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 

232233 

LIB3197-050-Q1-M1-B6 

BLASTX 

g3319921 

277 

l.Oe-24 



33445 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 ' . 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>qi 3319923 emb CAA11304_ (AJ223389) Hev b 3 [Hevea 
braiiliensis] >ii 3319925^einb_CAA11305_ {AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

232234 

LIB3197-050-Q1-M1-B7 

BLASTX 

g484656 

476 

7.0e-48 

145 

63 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_452165_dbj_BAA05408_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232235 

LIB3197-050-Q1-M1-B9 

BLASTX 

gl762945 

237 

7.0e-20 
79 
59 

(U66269) 
tabacum] 



ORE; able to induce HR-like lesions [Nicotiana 



232236 

LIB3197-050-Q1-M1-C1 

BLASTX 

g3970973 

379 

2.0e-36 • 
140 

^AC004812) similar to human HsGCNl U77^700 (PID:g2282576) ; 
similar to yeast translation activator GCNl ( PID: g4 62168 ) 
[Homo sapiens] 

232237 

LIB3197-050-Q1-M1-C10 

BLASTX 

g584867 

288 

7.0e-26 

95 

56 

CYTOCHROME P450 77A2 (CYPLXXVIIA2 ) (P-450EG5) 

>gi 481959 pir S40266 gene CYP77A2 protein - eggplant 

>gi~542071~pir S41598 cytochrome P450 77A2 - eggplant 
. >gi"438241~embICAA50646_ (X71655) CYP77A2 [Solanum 
melongena] 



33446 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232238 

LIB3197-050-Q1-M1-C11 

BLASTX 

g4210948 

454 

3.0e-45 

96 

91 

(AF085275) DnaJ protein [Hevea brasiliensis] 
232239 

LIB3197-050-Q1-M1-C12 ^' 

BLASTX 

g3881649 
' 478 

4.0e-48 
. 89 

90 

(Z70757) Similarity to yeast hypothetical protein PIR 
accession number S52511; cDNA EST EMBL:D73067 comes from . 
this gene; cDNA EST EMBL:D74461 comes from this gene; cDNA. 
EST EMBL:D76044 comes from this gene; cDNA EST yk504c7.i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232240 

LIB3197-050-Ql^Ml-C4 - : 

BLASTX 

g4049341 

331 

7.0e-31 
142 

46 . 1 • 1 

(AL034567) putative protein [Arabidopsis thalianaj 

232241 

LIB3197-050-Q1-M1-C5 

BLASTX 

g267069 

611 

l.Oe-63 

113 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >g^_1^^5^^^^_ 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

232242 

LIB3197-050-Q1-M1-C6 

BLASTX 

g267069 

606 

4 .Oe-63 

112 

98 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir^JQ1594 
tubulin alpha chain - Arabidopsis thaliana >g^-16^^^^^^_ 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 



33447 



(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232243 

LIB3197-050-Q1-M1-C7 

BLASTX 

gl35452 

599 

3.0e-62 

118 

92 

TUBULIN BETA-1 CHAIN >gi_170060 (M21296) S-beta-1 tubulin 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232244 

LIB3197-050-Q1-M1-C8 

BLASTX 

g2462760 

141 

l.Oe-08 

41 

68 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
23224 5 

LIB3197-050-Q1-M1-C9 

BLASTX 

gl32944 

616 

3.0e-64 

122 

91 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir_JQ0772 ribosomal 
protein L3 {ARP2) - Arabidopsis thaliana >gx^806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232246 

LIB3197-050-Q1-M1-D1 

BLASTX 

g2811278 

555 ' • 

4.0e-57 

133 

77 

{AF043284) expansin [Gossypium hirsutum] 
232247 

LIB3197-050-Q1-M1-D10 

BLASTX 

g3176709 

159 

l.Oe-10 

133 

32 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



33448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
• % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E vaiue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232248 

LIB3197-050-Q1-M1-D12 

BLASTX 

g4210330 

580 

3.0e-60 

114 

93 

{AJ223802) 2-oxoglutarate dehydrogenase. El subunit 
[Arabidopsis thaliana] 

232249 

LIB3197-050-Q1-M1-D4 

BLASTX 

g4467158 

182 

2.0e-13 

136 

39 

(AL035540) putative protein [Arabidopsis thaliana] 



232250 

LIB3197-050-Q1-M1-D5 

BLASTX 

g2119935 

726 

3.0e-77 

143 

99 

translation initiation factor eIF-4A, 



15 - common tobacco 



232251 

LIB3197-050-Q1-M1-E11 

BLASTX 

gll5492 

-630 

6.0e-66 

123 

55 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

232252 

LIB3197-050-Q1-M1-E4 

BLASTX 

g2464905 

310 

2.0e-28 

120 

54 

(Z99708) minor allergen [Arabidopsis thaliana] 
232253 

LIB3197-050-Q1-M1-E6 

BLASTX 

g4063751 

198 



33449 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-15 

139 

32 

{AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

232254 

LIB3197-050-Q1-M1-F1 

BLASTX 

g2738949 

602 

l.Oe-62 

123 

89 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^" 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



232255 

LIB3197-050-Q1-M1-F10 

BLASTX 

gl771162 

441 ' , 

7.0e-44 

123 

71 

{X9B930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon -esculentum] 

232256 

LIB3197-050-Q1-M1-F12 

BLASTX 

g3193288 

531 

2.0e-54 
135 

(AF069298) similar to bacterial and fungi pectinesterases 
[Arabidopsis thaliana] 

232257 

LIB3197-050-Q1-M1-F2 

BLASTX 

gl35406 

597 

4.0e-62 

116 

96 

TUBULIN ALPHA-3/ALPKA-5 CHAIN >gi_997 68_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 {M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

232258 

LIB3197-050-Q1-M1-F3 
BLASTX 



33450 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value ^ 
•Match length 
% identity 
NCBI Description 



gl35406 
508 

l.Oe-51 

106 

91 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_99768_pir_A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 {M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

232259 

LIB3197-d50-Ql-Ml-F4 

BLASTX 

g2286153 

587 

6.0e-61 
120 

98 , 
(AF007581) cytoplasmic malate dehydrogenase [Zea maysj 

232260 

LIB3197-050-Q1-M1-F6 

BLASTX 

gll71642 

387 

2.0e-37 

131 

60 

PROBABLE SERINE/THREONINE-PROTEIN KINASE NAK 

>gi 481206 pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 {L07248) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232261 

LIB3197-050-Q1-M1-F9 

BLASTX 

gl771162 ' 

201 

3.0e-16 " , ^ 

69 

58 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

232262 

LIB3197-050-Q1-M1-G11 " - 

BLASTX 

gl321627 

317 

3.0e-29 

85 

72 

(D83656) thylakoid-bound ascorbate peroxidase [Cucurbita 
sp. ] 



Seq. No. 



232263 



33451 



Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-050-Q1-M1-G5 

BLASTX 

g3024126' 

461 

7,0e-58 

130 

95 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_1655576_einb_CAA95856_ (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 

232264 

LIB3197-050-Q1-M1-G9 

BLASTX 

g267082 

435 

4.0e-43 
109 

TUBULIN BETA-8 CHAIN >gi 32018 9__pir_JQ1592 tubulin beta-8 
chain - Arabidopsis thallana >gi^_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232265 

LIB3197-050-Q1-M1-H1 

BLASTX 

g3023751 

156 

2.0e-10 
72 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 
ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir_S55383 
peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232266 

LIB3197-050-Q1-M1-H10 

BLASTX 

g4539333 

216 

l.Oe-17 
107 

44 . . 

(AL035539) putative amino acid transport protein 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232267 

LIB3197-050-Q1-M1-H11 

BLASTX 

g2498076 ' 

425 

6.0e-42 

90 

91 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



NUCLEOSIDE CiIPHOSPHATE KINASE (NDK)..(NDP KINASE) 
>gi 1619958 (U72142) nucleoside diphosphate kinase 
[ Reliant hus annuus] 

232268 

LIB3197-050-Q1-M1-H12 

BLASTX 

gll74621 

340 

6.0e-32 

104 

64 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-l-THETA) 

(CCT-THETA) >gi_1083259_pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 

>gi 695625 emb CAA85521_ (Z37164) CCTtheta, theta subunit 

of the chaperonin containing TCP-1 (CCT) [Mus musculus] 

232269 

LIB3197-050-Q1-M1-H3 

BLASTX 

g267069 

596 

6.0e-62 

110 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >^^J^^^.^}1^^^. 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

232270 

LIB3197-050-Q1-M1-H4 

BLASTX 

g4185141 

161 

4.0e-ll 

67 ' 
72 

(AC005724) putative calmodulin-binding protein [Arabidopsis 
thaliana] 

232271 

LIB3197-050-Q1-M1-H8 

BLASTX 

gll68750 

152 

5.0e-10 
63 

CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT) >gi_458230 (U04380) calcineurin B [Naegleria 
gruberi] 

232272 

LIB3197-051-Q1-M1-A12 
BLASTX 



33453 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 



g4539435 
336 

2.0e-31 

137 

57 

(AL049523) putative protein [Arabidopsis thaliana] 
232273 

LIB3197-051-Q1-M1-A3 

BLASTX 

g2384758 

426 

4 .Oe-42 
85 V 
93 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 

232274 

LIB3197-051-Q1-M1-A5 

BLASTX 

g267069 

401 

3.0e-39 
73 
- 99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_3201B3_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana ^^^-^^^^^f , . 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi__16691b 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

232275 

LIB3197-051-Q1-M1-B1 

BLASTX 

gl35406 

276 

3.0e-25 

70 

7 6 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir_A327 12 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

232276 

LIB3197-051-Q1-M1-C1 
BLASTX 
g2384673 
245 

8.0e-21 
72 
61 

(AF012658) putative potassium transporter AtKT3p 
[Arabidopsis thaliana] 

232277 

LIB3197-051-Q1-M1-C11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method , . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3236238 

184 

9.0e-14 
58 

60 ... 
(AC004 684) putative ARFl GTPase activating protein 

[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 

(AB017876) Aspl [Arabidopsis thaliana] 

232278 

LIB3197-051-Q1-M1-C2 

BLASTX 

gn5492 * 

288 

l.Oe-26 

66 

52 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calitiodulin-related protein [Petunia hybrida] 

232279 

LIB3197-051-Q1-M1-C4 

BLASTX 

g82426 

581 

3.0e-60 

121 

45 

ubiquitin precursor - barley (fragment) 

>gi_755763_einb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

232280 

LIB3197-051-Q1-M1-C7 

BLASTX 

g2662343 

594 

8.6e-62 

113 

100 

(D63581) EF-1 alpha [Oryza sativa] 
232281 

LIB3197-051-Q1-M1-D1 

BLASTX 

g4098128 

359 . 

2.0e-34 

98 

75 

(U73588) sucrose synthase [Gossypiiiin hirsutum] 
232282 

LIB3197-051-Q1-M1-D10 

BLASTX 

g2706450 



33455 



BLAST score 
E value . 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



481 

2.0e-48 

112 

85 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

232283 

LIB3197-051-Q1-M1-D2 

BLASTX 

g2244749 

433 

5.0e-43 

88 

93 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
232284 

LIB3197-051-Q1-M1-D4 

BLASTX 

g3687237 

341 

3.0e-32 

111 

59 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

232285 

LIB3197-051-Q1-M1-D5 

BLASTX 

gl362086 

372 

2.0e-38 

124 

73 

5-methyltetrahydropteroyltriglutamate— homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir._S65957 

5-methyltetrahydropteroyltriglutamate— homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

232286 

LIB3197-051-Q1-M1-D6 

BLASTX 

g3334115 

194 

2.0e-27 

83 

78 

ADP, ATP "CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



33456 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq,.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232287 

LIB3197-051-Q1-M1-D9 

BLASTX 

gl531674 

503 

5.0e-54 

105 

100 

{U68462) actin [Striga asiatica] 
232288 

LIB3197-051-Q1-M1-E12 

BLASTX 

g2980775 

487 

4 .Oe-49 

149 

68 

(AL022198) leucyl aminopeptidase 
[Arabidopsis thaliana] 

23228^ 

LIB3197-051-Q1-M1-E2 

BLASTX 

g2062167 

345 

9.0e-33 
103 
64 

(AC001645) 
thaliana] 



like protein (partial) 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232290 

LIB3197-051-Q1-M1-E4 

BLASTX 

g2129559 

338 

5.0e-32 

86 

7 8 

cellulase homolog 0R16pep - Arabidopsis thaliana 
>gi 1022807 {U37702) cellulase [Arabidopsis thaliana] 
>gi~3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>qi~3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi~3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

232291 

LIB3197-051-Q1-M1-E6 

BLASTX 

g4510356 

426 

5.0e-42 

96 

84 

(AC006921) putative kinesin-related protein TKRP125 
[Arabidopsis thaliana] 



33457 



Seq., No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232292 

LIB3197-051-Q1-M1-E8 

BLASTX 

92497753 

376 

3.0e-36 

123 

55 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_einb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR {LTP 3) 
lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ip. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232293 

LIB3197-051-Q1-M1-F1 

BLASTX 

g3913366 

294 

9.0e-27 

94 

61 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 {U67422) CRINKLY4 precursor [Zea mays] 

232'294 

LIB3197-051-Q1-M1-F10 

BLASTX 

g267069 

688 

l.Oe-72 ' 

130 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84 696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232295 

LIB3197-051-Q1-M1-F11 

BLASTX 

g485742 

731 

9.0e-78 

149 

99 

(L32791) pyrophosphatase [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232296 

LIB3197-051-Q1-M1-F12 

BLASTX 

g4580389 

509 

8.0e-52 

130 

73 

(AC007171) unJcnown protein [Arabidopsis thaliana] 



33458 



Seq. No. 


232297 




LIB3 1 97-05 1-01-M1-F5' 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


611 


R v;^ 1 n p 


1 .Oe-63 


M^^It^H lpnrr1"h 


117 


% identity 


100 


NPRT r)p<?printion 


{AB019427) elongation factor-1 alpha [N: 


Seq. No. 


232298 


O CL^ • XL/ 


LIB3197-051-O1-M1-F6 


Method 


BLASTX 


NCBI GI 


g2738949 


BLAST score 


278 


L-i V CI X 


3.0e-25 


M^ilT'h 1 pnrr1~Vi 


68 


o xutsiiuxuy 


78 


NPRT np<?priDtion 


(AF022213) cytosolic ascorbate peroxida; 




rinrinas sa 1 


Sea No. 


232299 


^prr TO 

O C • X 


LIB3197-051-O1-M1-F8 




BLASTX ■ ' ' 


"NCBI GI- 


g3024501 


BLAST score 


494 


IT* TTa 1 11 o 


S Op-50 

•.J * V/ C »J V/ 




103 


^ xuciiL-xuy 


93 


Krr*RT Dp cir* T 1 ir>1" i nn 

INV^OX L^COOXX^L-XWli. 


RAS-RELATED PROTEIN RABllC >gi' 1370146 < 




f7,7'^9Sl^ RABllC [Lotus "laoonicusl 


Spa No 


232300 


oc:^^ * XL/ 


LIB31 97-05 1-01 -Ml -GIO 


Method 


BLASTX 


NCBI GI 


gl495273 


DLinij J. Ov^^XC 


333 . 


R TTja 1 IIP 

Hi V dX Li C 


4,0e-31 




80 


% identitv 


81 


WPRT Dp •^r'T" 1 ni" i on 


{Z50752) sugar transporter [Arabidopsis 


Seq. No. 


232301 


Seq. ID 


LIB31 97-05 1-Ql-Ml-Gll 


Method 


BLASTX 


NCBI GI 


g3341694 


BLAST score 


516 


F vPi 1 n p 


1 . Oe-52 




130 


3; 1 Hpnl" 1 tv 


77 


MPRT Hp c!r''r "i n1" 1 on 

LN\^OX X^C O ^X X^ L. X wit 

- 


fAC003672) PREG-like orotein FArabidoDS 


Seq. No. 


232302 


Seq. ID 


LIB3197-051-Q1-M1-G12 


Method 


BLASTX 


NCBI GI 


g4337195 


BLAST score 


678 



33459 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-71 
143 

87 ' 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
232303 

LIB3197-051-Q1-M1-G4 

BLASTX 

g4490310 

255 

6.0e-37 

98 

83 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 



Seq. No. 


232304 


Seq. ID 


LIB3197-051-Q1-M1-G6 


Method 


BLASTX 


NCBI GI 


g2613143 


BLAST score 


227 


E value 


7.0e-19 


Match length 


81 


% identity. 


62 


NCBI Description 


(AF030548) tubulin [Oryza 


Seq. No. 


232305 


Seq. ID 


LIB3197-051-Q1-M1-G7 


Method 


BLASTX 


NCBI GI 


g2613143 


BLAST score 


208 


E value 


l.Oe-16 


Match length 


60 


% identity 


70 


NCBI Description 


{AF030548) tubulin [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



232306 

LIB3197-051-Q1-M1-H2 

BLASTX 

g2506139 

223 

2.0e-18 

80 

57 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_einb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232307 

LIB3197-051-Q1-M1-H3 

BLASTX 

g2662341 

570 

5.0e-59 

110 

98 

(D63580) EF-1 alpha [Oryza sativa] 



33460 , 



>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2'66234 7_dbj_BAA23660_ (D63583) EF-1 alpha 
tOryza- sativa] 



Seq. No. 


232308 


Seq. ID 


LIB3197-051-Q1-M1-H4 


Method 


BLASTX 


NCBI GI 


g4519262 


BLAST score 


354 


E value 


5.0e-34 


Match length 


98 


% identity 


55 


NCBI Description 


(AB024276) vacuolar H+ 


Seq. No. 


232309 


Seq. ID 


LIB3197-051-Q1-M1-H6 


Method 


BLASTX 


NCBI GI 


gl076668 


BLAST score 


354 


E value 


9.0e-34 


Match length 


98 


% identity 


68 


NCBI Description 


NADH dehydrogenase (EC 



>gi_6 3983 4_einb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232310 

LIB3197-051-Q1-M1-H8 

BLASTX 

g2506139 

323 

4 .Oe-30 

82 

77 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314 04 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

232311 

LIB3197-051-Q1-M1-H9 

BLASTX 

gl23620 

423 

2.0e-48 

111 

89 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

232312 

LIB3197-052-Q1-M1-A1 

BLASTX 

gll55261 

401 

3.0e-39 



33461 



Match length 

% identity 

NGBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



91 
86 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 

232313 

LIB3197-052-Q1-M1-A12 

BLASTX 

gll74592 

724 

5.0e-77 

137 

99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubuli 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

232314 

LIB3197-052-Q1-M1-A2 

BLASTX 

g2662341 

693 

2.0e-73 
133 

98 - <■ - 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_266234 5_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_266234 7_dbj_BAA23660_ {D63583)- EF-1 alpha 
[Oryza sativa] 

232315 

LIB3197-052-Q1-M1-A4 

BLASTX 

gl843527 

491 

l.Oe-49 

129 

44 

(U73747). annexin [Gossypium hirsutum] 
232316 

LIB3197-052-Q1-M1-A5 

BLASTX 

g464849 

628 

l.Oe-65 

142 

88 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

232317 

LIB3197-052-Q1-M1-A6 . . 

BLASTX 

g3757514 

352 



33462 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-33 

71 

93 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsi'^s thaliana] 

232318 

LIB3197-052-Q1-M1-A7 

BLASTX 

gll55261 

379 

l.Oe-36 

85 

88 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232319 

LIB3197-052-Q1-M1-A8 

BLASTX 

gl703129 

544 

6.0e-56 

103 " - - 

98 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis. 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232320 

LIB3197-052-Q1-M1-B1 

BLASTX 

g3874433 

220 

7.0e-18 

106 

42 

(Z81038) predicted using Genefinder; Similarity to Yeast 
ABDl protein (SW:P32783); cDNA EST EMBL:T01105 comes from 
this gene [Caenorhabditis elegans] 

232321 

LIB3197-052-Q1-M1-B12 

BLASTX 

g2104681 

359 

3.0e-34 

132 

60 

(X97907) transcription factor [Vicia faba] 
232322 

LIB3197-052-Q1-M1-B3 

BLASTX 

g2832643 

167 

l.Oe-11 



33463 



Match .length 64 

% identity 58 

NCBI Description (AL021710) hypothetical protein [Arabidopsis thaliana] 

Seq. No. ~* 232323 

Seq. ID LIB3197-052-Q1-M1-B4 

Method BLASTX 

NCBI GI g3152613 

BLAST score 286 

E value l.Oe-25 

Match length 14 4 

% identity 36 

NCBI Description (AC004482) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 232324 

Seq. ID LIB3197-052-Q1-M1-B5 

Method BLASTX 

NCBI GI g2739168 

BLAST score 360 

E value 3.0e-34 

Match length 129 

% identity 57 

NCB€ Description (AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No. 


232325 


Seq. ID • 


LIB3197-052-Q1-M1-B6 


Method 


BLASTX 


NCBI GI 


g3046731 


BLAST score 


219 


E value 


9.0e-18 


Match length 


53 


% identity 


87 


NCBI Description 


(AJ005373) protein kinase 


Seq. No. 


232326 


Seq. ID 


LIB3197-052-Q1-M1-B8 


Method 


BLASTX " 


NCBI GI 


gl351014 


BLAST score 


356 


E value 


7.0e-34 


Match length 


72 


% identity 


93 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SB 



ribosomal protein S8 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



23232-7 

LIB3197-052-Q1-M1-C1 

BLASTX 

gl724102 

469 

5.0e-47 
121 
78 ' 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 



33464 



Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



232328 

LIB3197-052-Q1-M1-C10 

BLASTX 

g267069 

475 

7.0e-48 

93 

95 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq\ No. 


232329 


Seq. ID 


LIB3197-052-Q1-M1-C2 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


633 


E value 


2.0e-66 


Match length 


135 


% identity 


93 


NCBI Description 


(Z49698) orf [Ricinus communis] 


Seq.' No. 


232330 


Seq. ID 


LIB3197-052-Q1-M1-C4 


Method 


BLASTX 


NCBI GI 


g3334113 


BLAST score 


466 


E value 


l.Oe-46 


Match length 


89 


% identity 


100 


NCBI Description 


ACYL-COA-BINDING PROTEIN (ACBP) 



>gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 



Seq. No. . \^ . 

Seq. ID 

Method 

NCBl' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232331 

LIB3197-052-Q1-M1-C8 

BLASTX 

g2102696 

254 

8.0e-22 

146 

40 

(U72761) karyopherin beta 3 [Homo sapiens] 

>gi_4504909_ref_NP_002262. l_pKPNB3_ karyopherin (importin) 
beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232332 

LIB3197-052-Q1-M1-C9 

BLASTX 

g730463 

322 

8.0e-30 

105 

59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S4 4069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 {L23923) ribosomal 



33465 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORE YOR234c 
[Saccharomyces cerevisiae] 



232333 

LIB3197-052-Q1-M1-D1 

BLASTX 

g2995953 

282 

3.0e-25 

85 

64 

(AF053565) glutaredoxin 



I [Mesembryanthemum crystallinum] 



232334 

LIB3197-052-Q1-M1-D11 

BLASTX 

g2062167 

489 

2.0e-49 

105 

86 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] , ' - . 

232335 

LIB3197-052-Q1-M1-D2 

BLASTX 

g3176690 

580 

4.0e-60 

133 

80 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R652 95 comes from this gene. 
[Arabidopsis thaliana] 

232336 

LIB3197-052-Q1-M1-D3 

BLASTX 

gl361155 

150 

l.Oe-09 

66 

53 

hypothetical protein o215b - Escherichia coli >gi_537235 
(U14003) Kenn Rudd identifies, as gpmB [Escherichia coli] 
>gi_1790856 (AE000509) phosphoglyceromutase 2 [Escherichia 
coli] 

232337 

LIB3197-052-Q1-M1-E1 

BLASTX 

g2190419 

187 

5.0e-14 
54 



334 66 



% identity 63 

NCBI Description (Y13632) dem [Lycopersicon esculentum] 

Seq. No. 232338 

Seq. ID LIB3197-052-Q1-M1-E10 

Method BLASTX 

NCBI GI gll3944 

BLAST score 532 

E value 2.0e-54 

Match length 108 



% identity 

NCBI Description ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi_71756_pir LUHU annexin I - human 

>gi_34388_emb_CAA29338_ (X05908) lipocortin (AA 1-346) 

[Homo sapiens] >gi_224 956_prf 1204261A lipocortin [Homo 

sapiens] >gi_4502101_ref_NP_000691 . l_pANXl_ annexin I 
(lipocortin I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232339 

LIB3197-052-Q1-M1-E11 

BLASTX 

g4455202 

259 

2.0e-22 
101 

52 . . 

(AL035440) putative APG protein [Arabidopsis thaliana] 

232340 

LIB3197-052-Q1-M1-E12 

BLASTX 

g2342682 

436 

3.0e-43 

112 

79 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

232341 

LIB3197-052-Q1-M1-E2 

BLASTX 

g267069 

596 

6.0e-62 

110 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_32018 3_pir^JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



232342 

LIB3197-052-Q1-M1-E4 

BLASTX 

gl732511 



33467 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



420 

3.0e-41 
96 

81 . 
(U62742) Ran binding protein 1 homolog [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232343 

LIB3197-052-Q1-M1-E6 

BLASTX 

g3075398 

460 

5.0e-46 
146 

58 ' 

(AC004484) unknown protein [Arabidopsis thaliana] 
232344 

LIB3197-052-Q1-M1-E8 

BLASTX 

g3925703 

556 

3.0e-57 

122 

89 

(X95905) 14-3-3 protein [Lycopersicon esculentum] 
232345 

LIB3197-052-Q1-M1-E9 

BLASTX 

gll3944 

607 

3.0e-63 

125 

60 

ANNEXIN I (LIPOCORTIN I) (CALPACTIN II) (CHROMOBINDIN 9) 
(P35) (PHOSPHOLIPASE A2 INHIBITORY PROTEIN) 
>gi 71756_pir LUHU annexin I - human 

>gi~34388 emb CAA29338_ (X05908) lipocortin (AA 1-346) 
[HdSo sapiens] >gi_224956_prf_1204261A lipocortin [Homo 
sapiens] >gi_4502101_ref_NP_00Q691 . l_pANXl_ annexin I 
(lipocortin I) 



Seq. No. 232346 

Seq. ID LIB3197-052-Q1-M1-F10 

Method BLASTX 

NCBI GI ■■ gl36208 6 

BLAST score 616 

E value 3.0e-64 

Match length 125 

% identity 91 ^ u. • 

NCBI Description 5-methyltetrahydropteroyltriglutamate— homocysteine 

S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 

>gi_2129919_pir S65957.. ' 

5-methyltetrahydropteroyltriglutamate--homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi 886471 emb_CAA58474_ (X834 99) methionine synthase 



33468 



[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232347 

LIB3197-052-Q1-M1-F11 

BLASTX 

g3128175 

142 

7.0e-09, 

88 

36 

(AC004521) unknown protein [Arabidopsis thaliana] 
232348 

LIB3197-052-Q1-M1-F2 

BLASTX - 

g2130073 

524 

2.0e-53 

122 

85 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-1, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ ('050301) 
aldolase C-1 [Oryza sativa] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232349 

LIB3197-052-Q1-M1-F3 

BLASTX 

g2130073 " 

330 

7.0e-31 

85 

80 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-1, 
cytosolic - rice >gi_786178_dbj_BAA0'884 5_ (D50307) aldolase 
C-1 [Oryza sativa] >gi_79097 0_dbj_BAA08830_ (D50301) 
aldolas,e C-1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232350 

LIB3197-052-Q1-M1^E:5 

BLASTX 

g4455192 

380 

l.Oe-36 

140 

38 

(AL035440) putative protein [Arabidopsis thaliana] 
232351 

LIB3197-052-Q1-M1-F6 

BLASTX 

g425194 

573 

3.0e-59 

121 

90 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 



33469 



(AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232352 

LIB3197-052-Q1-M1-F7 

BLASTX 

gl890281 

336 

2.0e-31 

103 

22 

{U89984) transformation-sensitive protein homolog 
[Acanthamoeba castellanii] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



232353 

LIB3197-052-Q1-M1-F8 

BLASTX 

gl771780 

492 

7.0e-50 

125 

82 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
232354 

LIB3197-052-Q1-M1-F9 

BLASTX 

g2827621 

411 ' 

3.0e-40 

98 

79 

(AL021636) putative protein [Arabidopsis thaliana] 
232355 

LIB3197-052-Q1-M1-G10 

BLASTX 

g4006893 

288 

5.0e-26 

60 

92 

{Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 
232356 

LIB3197-052-Q1-M1-G12 

BLASTX 

g559713 

216 

2.0e-17 

108 

40 

. (D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 

232357 

LIB3197-052-Q1-M1-G4 



33470 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455158 

709 

3.0e-75 

145 

87 

{AL021687) 



kinase-like protein [Arabidopsis thaliana] 



232358 

LIB3197-052-Q1-M1-G7 

BLASTX 

g2811278 

555 

4.0e-57 

133 

77 

{AF043284) expansin [Gossypium hirsutum] 
232359 

LIB3197-052-Q1-M1-H1 

BLASTX 

g3212877 

261 ^ . - 

4.0e-39 

100 

80 

(AC004005) Lea-like protein [Arabidopsis thaliana] 



232360^ 

LIB3197-052-Q1-M1-H4 

BLASTX 

g2369714 

636 

l.Oe-66 

133 

94 

(Z97178) elongation factor 2 



[Beta vulgaris] 



232361 

LIB3197-052-Q1-M1-H9 

BLASTX 

g2584721 

540 

l.Oe-55 

110 

88 

(Y10157) sulfite reductase [Arabidopsis thaliana] 
232362 

LIB3197-053-Q1-M1-A11 

BLASTX 

g4544399 

380 

l.Oe-36 

145 

50 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 



33471 



thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%• identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232363 

LIB3197-053-Q1-M1-A2 

BLASTX 

g464734 

357 

3.0e-59 

132 

82 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE ) ( ADOHCYASE ) 
adenosylhomocysteinase 
>gi 407412 emb CAA81527 



( S-ADENOSYL-L-HOMOCYSTEINE 

>gi_481237_pir S38379 

(EC 3.3.1.1) - Madagascar periwinkle 
(Z26881) S-adenosyl-L-homocysteine 



hydrolase [Catharanthus roseus] 
232364 

LIB3197-053-Q1-M1-A3 

BLASTX 

gl749546 

223 ' * 

4.0e-18 ... V 

98 

52 - . . 

{D89169) similar to Saccharomyces cerevisiae SCD6 protein, 
SWISS-PROT Accession Number P45978 [Schizosaccharomyces 
pombe] 

232365 

LIB3197-053-Q1-M1-A4 

BLASTX 

g3023847 

600 

2.0e-62 

132 

46 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No. 232366 

Seq. ID LIB3197-053-Q1-M1-A6 

Method BLASTX 

NCBI GI g2792364 

BLAST score 148 

E. value 2.0e-09 

Match length 150 

% identity 26 . 
NCBI Description (AF040964) unknown protein ITl [Homo sapiens] 

Seq. No. 232367 

Seq. ID LIB3197-053-Q1-M1-A8 

Method * BLASTX 

NCBI GI g2244806 

BLAST score 439 

E value l.Oe-43 

Match length ■ 94 



33472 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(Z97336) hypothetical protein [Arabidopsis thalianaj 
232368* 

LIB3197-053-Q1-M1-A9 

BLASTX 

g2494905 

220 

8.0e-18 

126 

41 

MICROTUBULE-ASSOCIATED PROTEIN YTMl >gi_2132107_pir S 67 17 4 

hypothetical protein YOR272w - yeast (Saccharomyces 
cerevisiae) >gi_1279699_einb_CAA61778_ (X89633) hypothetical 
protein [Saccharomyces cerevisiae] 
>gi 1420610_einb_CAA99497_ (Z75180) ORE YOR272w 
[Saccharomyces cerevisiae] >gi_1928989 (U92821) 
microtubule-associated protein [Saccharomyces cerevisiae] 

232369 

LIB3197-053-Q1-M1-B2 

BLASTX 

g4204695 

276 

l.Oe-24 
'118 
53 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232370 

LIB3197-053-Q1-M1-B3 

BLASTX 

g3355486 

384 

4.0e-37 

124 

63 

(AC004218) unknown protein [Arabidopsis thaliana] 
232371 

LIB3197-053-Q1-M1-B6 

BLASTX 

g2983325 

142 

l.Oe-08 

81 

33 

(AE000705) hypothetical protein [Aquifex aeolicus] 
232372 

LIB3197-053-Q1-M1-C2 

BLASTX 

gl705678 

291 

2.0e-26 
92 



33473 



% identity 

NCBI Description 



Seq. No/ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
- NCBI Description 



50 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

232373 

LIB3197-053-Q1-M1-C4 

BLASTX 

g2244734 

258 

l.Oe-22 

57 

89 

(D88414) actin [Gossypium hirsutum] 
232374 

LIB3197-053-Q1-M1-C5 

BLASTX 

g3914468 

437 

2.0e-43 

112 

79 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7; 

>gi 478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi~217 911^dbj_^BAA02696_ (D13434) 21D7 antigen [Daucus 
carpta] 

232375 

LIB3197-053-Q1-M1-C6 

BLASTX 

g2789660 

224 

l.Oe-18 

74 

64 

(AF040102) pl05 [Arabidopsis thaliana] 

232376 ^ 

LIB3197-053-Q1-M1-C7 

BLASTX 

g4220535 

152 

6.0e-18 
121 
54 

(AL035356) 
thaliana] 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232377 

LIB3197-053-Q1-M1-D11 

BLASTX 

g3834321 

439 

l.Oe-43 

134 

72 



33474 



NCBI Description (AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliaha BAC gb_AC004481. [Arabidopsis ' 
thaliana] 



Seq. No. 232378 

Seq. ID LIB3197-053-Q1-M1-D12 

Method BLASTX 

NCBI GI g3608171 

BLAST score 394 

E value 2.0e-38 

Match length 112 

% identity 73 ... ^ u ^ 

NCBI Description (D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 

Seq. No. 232379 

Seq. ID LIB3197-053-Q1-M1-D3 

Method BLASTX 

NCBI GI g3914007 

BLAST score 280 

E value 2.0e-25 

Match length 62 

NCBI^Description MITOCHONDRIAL LON PROTEASE HOMOLOG 2 PRECURSOR >gi_1848291 
'(U88087) LON protease homolog [Arabidopsis thaliana] 



Seq. No. 232380 

Seq. ID LIB3197-053-Q1-M1-D5 

Method BLASTX 

NCBI GI g2662343 

BLAST score 558 

E value l.Oe-57 

Match length 109 

% identity 99 

NCBI Description (D63581) EF-1 alpha [Oryza sativa] 

Seq. No. 232381 

Seq. ID LIB3197-053-Q1-M1-D8 

Method BLASTX 

NCBI GI g2244826 

BLAST score 654 

E value l.Oe-68 

Match length 148 

% identity 81 . ^ . i.-^ • 

NCBI Description (Z97336) replication control protein homolog [Arabidopsis 

- thaliana] 

Seq. No. 232382 

Seq. ID LIB3197-053-Q1-M1-E4 

Method BLASTX 

NCBI GI g625990 

BLAST score 141 

E value 7.0e-09 

Match length 35 

% identity 74 

NCBI Description porin, plastid - garden pea 



33475 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232383 

LIB3197-053-Q1-M1-E7 

BLASTX 

gl29916 

714 

9.0e-76 

152 

93 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir_TVWTGY 
phosphoglycerate kinase (EC 2.7.2,3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ {X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232384 

LIB3197-053-Q1-M1-F11 

BLASTX 

g2281094 

463 

2.0e-46 

124 

70 

(AC002333) molybdenum cofactor biosynthesis protein E 
isolog [Arabidopsis thaliana] >gi_44 69121_emb_CAB38428_ 
(AJ133519) molybdopterin synthase large subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



232385 

LIB3197-053-Q1-M1-F12 

BLASTX 

g2583108 

567 

2.0e-58 

152 

76 

{AC002387) putative surface protein [Arabidopsis thaliana] 
232386 

LIB3197-053-Q1-M1-F2 

BLASTX 

gl332411 

270 

2.0e-24 

56 

91 

(D85102) dihydroflavonol 4-reductase [Rosa hybrida] 
232387 

LIB3197-053-Q1-M1-F4 

BLASTX 

g417060 

626 

2.0e-65 

121 

94 

GLUTAMINE SYNTHETASE NODULE ISOZYME ( GLUT AMATE— AMMONIA 
LIGASE) (GS) >gi_170637 {M94765) glutamine synthetase 



33476 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Vigna aconitifolia] >gi_1094850_prf_2106409A Gin 
synthetase [Vigna aconitifolia] 

232388 

LIB3197-053-Q1-M1-F5 

BLASTX 

g462013 

391 

6.0e-38 

121 

68 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_542022_pir S39558 HSP90 homolog - Madagascar 

periwinkle >gi_348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 

232389 

LIB3197-053-Q1-M1-F6 

BLASTX 

g2661422 

143 

6.0e-09 
39 

77 ' 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_enib_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 

232390 

LIB3197-053-Q1-M1-F7 

BLASTX 

g2791834 

487 

3.0e-49 
95 

99 . 

(AF041463) elbngation factor 1-alpha [Manihot esculenta] 
232391 

LIB3197-Q53-Q1-M1-G2 

BLASTX 

gl657948 

472 

2.0e-47 

117 

80 

(U734 66) MipC [Mesembryanthemum crystallinum] 
232392 

LIB3197-053-Q1-M1-G4 

BLASTX 

g3493172 

683 

4.Qe-72 

143 

93 



33477 



NCBI Description (U89609) fiber annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232393 

LIB3197-053-Q1-M1-G6 

BLASTX 

g2118231 

578 

8.0e-60 
149 

H+-transporting ATPase (EC 3.6.1.35) AHAIO - Arabidopsis 
thaliana >gi_765354_bbs_157347 (S74033) plasma membrane 
H(+) -ATPase isoform AHA10=P-type ATPase [Arabidopsis 
thaliana, cv. Columbia, Peptide, 946 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232394 

LIB3197-053-Q1-M1-H1 

BLASTX 

g3264759 

562 

6.0e-58 . 
127 

87 . . , 

(AF07r88 9) 40S ribosomal protein 58" [Prunus armeniacaj 

232395 

LIB3197-053-Q1-M1-H11 

BLASTX" 

g464846 

645 

l.Oe-67 
145 
8 6 

TUBULIN ALPHA-6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA4 48 63_ (X63178) 
alpha-tubulin #6 [Zea mays] 



Seq. No. 


232396 


Seq. ID 


LIB3197-053- 


Method 


BLASTX 


NCBI GI 


g4262140 


BLAST score 


336 


E value 


2.0e-31 


Match length 


95 


% identity 


72 


NCBI Description- 


(AC005275) ] 


Seq. No. 


232397 


Seq. ID 


LIB3197-053 


Method 


BLASTX 


NCBI GI 


g2462741 


BLAST score 


281 


^E value 


2.0e-42 


Match length 


136 


% identity 


65 


NCBI Description 


(AC002292) 



[Arabidopsis thaliana] 



auxin-induced protein 



33478 



{aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232398 

LIB3197-053-Q1-M1-H7 

BLASTX 

gl498053 

122 

4.0e-13 

87 

56 

(U64436) ribosomal protein 



SB [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232399 

LIB3197-054-Q1-M1-A10 

BLASTX 

g4103342 

626 

2.0e-65 

143 

87 

(AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 

232400 

LIB3197-054-Q1-M1-A4 

BLASTX 

g477226 

287 

5.0e-26 

69 

90 

heat shock protein HSP82 - maize >gi_300083_bbs_130886 
(S59780) HSP82=82 kda heat shock protein [Zea mays, 
seedling, leaves, Peptide, 715 aa] [Zea mays] 

232401 

LIB3197-054-Q1-M1-A6 

BLASTX 

g3875246 

374 

7.0e-36 
140 

54 . ^ 

(Z81490) similar to WD domain, G-beta repeats (2 domains); 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

232402 

LIB3197-054-Q1-M1-A8 

BLASTX 

g3281868 

540 

2.0e-55 

121 

81 

(AL031004) putative protein [Arabidopsis thaliana] 



33479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232403 

LIB3197-054-Q1-M1-A9 

BLASTX 

g2129473 

145 

4.0e-09 

50 

52 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232404 

LIB3197-054-Q1-M1-B1 

BLASTX 

g3702328 

493 

6.0e-50 
113 

(AC005397) putative cytochrome b5 [Arabidopsis thaliana] 
232405 

LIB3197-054-Q1-M1-B10 

BLASTX 

g3776005 

-155 

3,0e-10 
33 

91 . , 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 

232406 

LIB3197-054-Q1-M1-B12 , 

BLASTX 

g3860277 

475 

9.0e-48.. 

127 

75 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



232407 

LIB3197-054-Q1-M1-B3 

BLASTX 

g71634 

560 

l.Oe-57 

104 

99 

actin 1 - rice 
232408 

LIB3197-054-Q1-M1-B4 
BLASTX 



33480 



NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



g586076 
668 

2.0e-70 

125 

98 

TUBULIN BETA-1 CHAIN >gi_4 86734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_einb_CAA49736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232409 

LIB3197-054-Q1-M1-B5 

BLASTX 

gl914683 

318 

2.0e-29 

147 

51 

(Y12013) RAD23, isoform 



I [Daucus carota] 



232410 

LIB3197-054-Q1-M1-B6 

BLASTX 

g3 9 1*4 4 67 

142 

l.Oe-08 

90 

40 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match. length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232411 

LIB3197-054-Q1-M1-B7 

BLASTX 

gl771780 

526 

9.0e-54 

132 

81 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
232412 

LIB3197-054-Q1-M1-C10 

BLASTX 

g4455192 

225 

2.0e-18 

125 

42 

{AL035440) putative protein [Arabidopsis thaliana] 
232413 

LIB3197-054tQ1-M1-C11 

BLASTX 

g266463 

750 

5.0e-80 



33481 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 
99 

3-ISOPROPYLMALATE DEHYDROGENASE PRECURSOR (BETA-IPM 

DEHYDROGENASE) (IMDH) (3-IPM-DH) >gi_82259_pir S25670 

3-isopropylmalate dehydrogenase {EC 1.1.1.85) precursor - 
potato >gi_22643_einb_CAA47720_ (X67310) 3-isopropylnialate 

dehydrogenase [Solanum tuberosum] >gi_445064_prf 1908380A 

beta isopropylmalate dehydrogenase [Solanum tuberosum] 

232414 

LIB3197-054-Q1-M1-C3 

BLASTX . - 

g2160322 

296 

7.0e-27 

58 

93 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

232415 

LIB3197-054-Q1-M1-C4 
BLASTX 
g2791806 
216 
- 2.0e-17 ^ 
60 
67 

(AF041433) bet3 [Mus musculus] 
232416 

LIB3197-054-Q1-M1-C5 

BLASTX 

g4406372 

322 

8.0e-30 
108 . 
59 

(AF109156) 
glomerata] 



thiosulfate sulfurtransf erase [Datisca 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



232417 

LIB3197-054-Q1-M1-C9 

BLASTX 

g3377797 

594 

l.Oe-61 

143 

81 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

232418 

LIB3197-054-Q1-M1-D11 



33482 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX - 

g2493129 

735 

3.0e-78 

147 

98 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232419 

LIB3197-054-Q1-M1-D3 

BLASTX 

g2440044 

586 

9.0e-61 

134 

85 

(AJ001293) major intrinsic protein PIPB [Craterostxgma 
plantagineum] 

232420 

LIB3197-054-Q1-M1-D4 

BLASTX 

gll72558 

262 

9.0e-23 
82 

63 . 

OUTER .'.PLASTIDIAL MEMBRANE PROTEIN PORIN (VOLTAGE-DEPENDENT 
ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi 480122_pir S36454 porin porl - garden pea 

>gi^396819_einb_CAA80988_ (Z25540) Porin [Pisum sativum] 

232421 

LIB3197-054-Q1-M1-D5 

BLASTX 

g3873823 

179 

5.0e-13 

96 

42 

(Z73422) predicted using Genefinder [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232422 

LIB3197-054-Q1-M1-D6 

BLASTX 

g3650032 

241 

2.0e-20 

55 

67 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 



232423 



33483 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-054-Q1-M1-D8 

BLASTX 

gl351595 

263 

5.0e-23 

116 

43 

HYPOTHETICAL 88.2 KD PROTEIN C4G8.03C IN CHROMOSOME I 

>gi_2130430_pir 562480 hypothetical protein SPAC4G8.03c - 

fission yeast (Schizosaccharomyces pombe) 
>gi_1022348_emb_CAA91204_ {Z56276) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID — . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232424 

LIB3197-054-Q1-M1-E1 

BLASTX 

gl36739 

329 

l.Oe-30 

99 

67 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
potato >gi_21800lldbj_BAA00570_ (D.00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

232425 

LIB3197-054-Q1-M1-E10 

BLASTX 

g267069 

697 

8.0e-74 

129 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis' thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

232426 

LIB3197-054-Q1-M1-E11 

BLASTX 

g3914467 

316 

2.0e-36 

127 

59 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232427 

LIB3i97-054-Ql-Ml-E12 

BLASTX 

g3912988 

434 



33484 



E value 

Match length. 

%"identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI* Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



6.0e-43 

93 - - . ■ 

95 

FLORAL HOMEOTIC PROTEIN AGL9 >gi_2345158 (AF015552) AGL9 
[Arabidopsis thaliana] >gi_2829878 (AC002396) AGL9 
[Arabidopsis thaliana] 

232428 

LIB3197-054-Q1-M1-E2 

BLASTX 

g498038 

612 

8.0e-64 
146 

{L33792) lipid transfer protein [Senecio odorusj 
232429 

LIB3197-054-Q1-M1-E4 

BLASTX 

gl35535 

439 

2.0e-43 

97 

91" 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-l-ALPHA) 

(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 

232430 

LIB3197-054-Q1-M1-E5 

BLASTX 

g3218396 

246 

7.0e-21 

96 

49 

(AL023860) hypothetical protein [Schizosaccharomyces pombe] 
232431 

LIB3197-054-Q1-M1-E6 

BLASTX 

g992706 

566 

2.0e-58 

110 

92 

(U33758) UBC13 [Arabidopsis thaliana] 
232432 

LIB3197-054-Q1-M1-E8 

BLASTX 

gl658197 

684 - 



33485 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



3.0e-72 

140 

88 

(U74630) calreticulin [Ricinus communis] >gi__1763297 
(U74631) calreticulin [Ricinus communis] 

232433 

LIB3197-054-Q1-M1-E9 

BLASTX 

gl491615 

250 

2.0e-21 

91 

54 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 

232434 

LIB3197-054-Q1-M1-F1 

BLASTX 

gl23650 

657 

4.0e-69 

132 

95 

HEAT SHOCK COGNATE 70 KD PROTEIN " >gi_82245_pir S03250 heat 

shocJc protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

232435 

LIB3197-054-Q1-M1-F10 

BLASTX 

g416758 

320 

l.Oe-29 

115 

56 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi 445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 232436 

Seq. ID LIB3197-054-Q1-M1-F11 

Method BLASTX 

NCBI GI g3687235 

BLAST score 2 69 

E value l.Oe-23 

Match length 104 

% identity 57 t x. 

NCBI Description (AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

Seq. No. 232437 

Seq. ID LIB3197-054-Q1-M1-F12 

Method BLASTX 



33486 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



g2213619 
171 

4.0e-12 
121 
40 • 

{AC000103) F21J9.14 [Arabidopsis thaliana] 
232438 

LIB3197-054-Q1-M1-F2 

BLASTX 

gl23650 

160 

7.0e-13 

67 

69 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_8224 5_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

232439 

LIB3197-054-Q1-M1-F8 

BLASTX 

g461735 

617 

2.0e-64 
145 

84 . 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 

>gi 478785_pir S29315 chaperonin 60 - cucurbit 

>gi^l2544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 

sp. ] 

232440 

LIB3197-054-Q1-M1-F9 

BLASTX 

g3912929 

155 

3.0e-14 

83 

51 

(AF001308) predicted protein of unknown function 
[Arabidopsis thaliana] 

232441 

LIB3197-054-Q1-M1-G2 

BLASTX 

g730456 

573 

3.0e-59 
133 

77 * ^ 

4 OS RIBOSOMAL PROTEIN SI 9 
232442 

LIB3197-054-Q1-M1-G4 
BLASTX 



33487 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method- 
NCBI GI 
BLAST score 
E value 
Match length 



g2894378 
255 

6.0e-22 

117 

48 

(Y14573) putative ribophorin I homologue [Hordeum vuigarej 
232443 

LIB3197-054-Q1-M1-G8 

BLASTX 

gl326163 

295 

9.0e-27 
130 

(U54704) stress related protein PvSRP [Phaseolus vulgaris] 
232444 

LIB3197-054-Q1-M1-G9 

BLASTX 

g2317910 

249 

2.0e-31 
129 

56 . 
(U89959) CERl protein [Arabidopsis thaliana] 

232445 

LIB3197-054-Q1-M1-H1 

BLASTX 

g2894598 

385 

3.0e-37 
128 

62 . / 

(AL02188 9) putative protein [Arabidopsis thaliana] 

232446 

LIB3197-054-Q1-M1-H12 

BLASTX 

g728868 

160 

7.0e-ll 

100 

44 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 
>qi 99824 pir S16748 proline-rich protein. - rape 
(fragment! >gI^22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 

232447 

LIB3197-054-Q1-M1-H2 

BLASTX 

g2811278 

669 

2.0e-70 
135 



33488 



% identity 89 . ^- ^ , 

•NCBI Description (AF043284) expansin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



,Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232448 

LIB3197-054-Q1-M1-H3 

BLASTX 

g2921213 

151 

9.0e-10 

44 

64 

(AF026150) beta-ketoacyl-ACP synthase IIIA [Perilla 
f rutescens] 

232449 

LIB3197-054-Q1-M1-H6 

BLASTX 

g2271477 

345 

2.0e-32 

96 

74 

(AF009631) AP47/50p [Arabidopsis thalianaj 
232450 

LIB3197r054-Ql-Ml-H7 

BLASTX 

gl23650 

346 

8.0e-59 

134 

90 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

232451 

LIB3197-054-Q1-M1-H8 
• "BLASTX 
g3169287 
138 

l.Oe-08 
78 
45 

{AF050673) vacuolar H+-ATPase catalytic subunit [Gossypium 
hirsutum] 

232452 

LIB3197-055-Q1-M1-A11 
BLASTX 
g232024 
680- 

7.0e-72 
126 
100 

PROTEIN E6 >gi_421806_pir_ 



_A4 6130 fiber protein - upland 



33489 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cotton >gi 2129498_pir S65061 fiber protein E6 (clone 

CKE6-1A) -"upland cotton >gi__167323 (M92051) 5' start site 
is /.putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) 'EG [Gossypium hirsutum] 

232453 

LIB3197-055-Q1-M1-A2 

BLASTX 

g4539543 

471 

2.0e-47 

115 

79 

(AJ133422) glyceraldehyde-3-phosphate dehydrogenase 
[Nicotiana tabacum] 

232454 

LIB3197-055-Q1-M1-A4 

BLASTX 

gl914683 

329 

9.0e-31 

94 

70 

(Y12013) RAD23, isoform I [Daucus carotaj . 
232455 

LIB3197-055-Q1-M1-A7 

BLASTX 

g3334405 

280 

2.0e-29 

79 

95 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 

232456 

LIB3197-055-Q1-M1-A9 

BLASTX 

gl7031Q8 

645 

9.0e-68 
127 
98 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 

thaliana >gi_2129528_pir S68107 actin 7 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



• Arabidopsis 
Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232457 

LIB3197-055-Q1-M1-B11 

BLASTX 

gll74592 

320 



33490 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-29 

62 

98 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulm 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232458 

LIB3197-055-Q1-M1-B12 

BLASTX 

g4455202 

259 

2.0e-22 

101 

52 

(AL035440) putative APG protein [Arabidopsis thaliana] 
232459 

LIB3197-055-Q1-M1-B4 

BLASTX 

g3885343 

208 

2.0e-16 

93 

45 

■(AC005623) hypothetical protein [Arabidopsis thaliana] 
232460 

LIB3197-055-Q1-M1-B5 

BLASTX 

g3915866 

236 

9.0e-20 

61 

69 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE— TRNA LIGASE) (GLNRS) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA-glutamine 
synthetase [Lupinus luteus] 

232461 

LIB3197-055-Q1-M1-B6 

BLASTX 

g3212869 

546 

4.0e-56 

115 

88 

(AC004005) unknown protein [Arabidopsis thaliana] 
232462 

LIB3197-055-Q1-M1-C11 

BLASTX 

gl361979 

445 

2.0e-44 

108 

81 



33491 



NCBI Description serine 0-acetyltransf erase (EC 2.3.1.30) - watermelon 

>gi 1350550 dbj_BAA12843_ (D85624). serine acetyltransf erase 
[Citrullus lanatus] >gi_1841312_dbj_BAA08479_ (D49535) 
serine acetyltransf erase . [Citrullus lanatus] 
>gi_2337772_dbj_BAA21827_ (AB006530) serine • 
acetyltransf erase [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scpre 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232463 

LIB3197-055-Q1-M1-C12 

BLASTX 

gl213460 

345 

2.0e-32 

141 

46 

(U03374) C subunit of 
232464 

LIB3197-055-Q1-M1-C6 

BLASTX 

g4220476 

311 

l.Oe-28 

100 

61 

(AC006069) ribophorin 



V-ATPase [Amblyomma americanum] 



I-like protein [Arabidopsis . thaliana] 



232465 

LIB3197-055-Q1-M1-D5 

BLASTX 

g3935173 

252 

l.Oe-21 

93 

52 

(AC004557) F17L21.16 [Arabidopsis thaliana] 
232466 ' 

LIB3197-055-Q1-M1-D6 

BLASTX 

g2244749 

673 

5.0e-71 
131 

95 . ^ . . 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 

232467 

LIB3197-055-Q1-M1-E10 

BLASTX 

g2736147 

442 

6.0e-44 

103 

75 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi 3132481 {AC003096) fatty acid hydroxylase. 



33492 



FAHl [Arabidopsis thaliana] 



Seq, Mo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232468 

LIB3197-055-Q1-M1-F10 

BLASTX 

g870726 

450 

7.0e-45 

109 

83 

{L38260) biotin carboxylase subunit [Nicotiana tabacumj 

>gi 1582354_prf 2118337A Ac-CoA carboxylase : SUBUNIT=biotin 

carboxylase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232469 

LIB3197-055-Q1-M1-F12 

BLASTX 

g2833389 

617 

2.0e-64 

138 

79 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR (SS III) 
>gi_1200154_einb_CAA65065_ (X95759) glycogen (starch) 
synthase [Solanum tuberosum] 



Seq_. No. 

Seq". ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232470 

LIB3197-055-Q1-M1-F4 

BLASTX 

g4469010 

167 

l.Oe-11 
43 

72 . . X. T . 1 

(AL035602) hypothetical protein [Arabidopsis thaliana J 

232471 

LIB3197-055-Q1-M1-F6. 

BLASTX 

g729623 

529 

4 .Oe-54 

115 

90 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 5 PRECURSOR (GRP 
78-5) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 
5) (BIP 5) >gi_100340_pir._S21880 heat shock protein BiP 
homolog blp5 - common tobacco >gi_19813_emb_CAA42660_ 
(X60058) luminal binding protein (BiP) [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232472 

LIB3197-055-Q1-M1-G11 

BLASTX 

gl916807- 

505 ' 

3.0e-51 

137 



33493 



% identity 69 

NCBI Description (03*1162) auxin-binding protein [Prunus persica] 

Seq. No. 232473 

Seq. ID LIB3197-055-Q1-M1-G2 

Method BLASTX 

NCBI GI g3873710 

BLAST score 351 

E value 3.0e-33 

Match length 105 



% identity 

NCBI Description (Z73102) predicted using Genefinder; similar to Zmc 

finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 
gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
• EMBL:T02192 comes from this gene; cDNA EST EMBL:D71409 
• comes 



232474 

LIB3197-055-Q1-M1-G4 

BLASTX 

g2497543 

461 

4 .Oe-46 

112 

83 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir_S41379 
pyruvate kinase - common tobacco >gi_4 4*4 023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

232475 

£,IB3197-055-Ql-Ml-G5 

BLASTX 

g4490316 

273 

4.0e-24 

134 

45 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 



Seq. No. 232476 

Seq. ID LIB3197-055-Q1-M1-G8 

Method BLASTX 

NCBI GI g4204300 

BLAST score 223 

E value 3.0e-18 

Match length 81 

% identity 54 _ 

NCBI Description (AC003027) Unknown protein [Arabidopsis thaliana J 

Seq. No. 232477 

Seq. ID LIB3197-055-Q1-M1-G9 

Method BLASTX 

NCBI GI g2662343 

BLAST score- 595 

E value 7.0e-62 

Match length 116 

% identity 98 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33494 



NCBI Description {D63581) EF-1 alpha [Oryza sativa] 



Seq'. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232478 

LIB3197-055-Q1-M1-H1 

BLASTX 

g2583108 

349 

5.0e-33 

107 

65 

(AC002387) putative surface protein [Arabidopsis thaliana] 
232479 

LIB3197-055-Q1-M1-H10 

BLASTX 

gll74592 

527 

6.0e-54 

98 

99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulm 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232480 _ - ■ 

LIB3197-055-Q1-M1-H2 

BLASTX 

g4580394 

332 

5.0e-31 

95 

65 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232481 

LIB3197-055-Q1-M1-H3 

BLASTX 

g2982259 

566 

2.0e-58 

129 

82 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232482 

LIB3197-055-Q1-M1-H4 

BLASTX 

g2739383 

486 

4.0e-49 
114 

76 - 

{AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 



232483 



33495 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-055-Q1-M1-H6 

BLASTX 

g4469023 

415 

7.0e-41 

98 

82 

(AL035602) putative protein [Arabidopsis thaliana] 
232484 

LIB3197-055-Q1-M1-H7 

BLASTX 

g2494113 

436 

3.0e-43 

109 

72 

{AC002376) Strong similarity to Musa pectate lyase 

(gb X92943) . ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 

from this gene. [Arabidopsis thaliana] 



232485 

LIB3197-055-Q1-M1- 

BLASTX 

g2498490 

273 

4.0e-24 
109 



H8 



46 

VIRAL 
Int-6 
Int-6 



INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
[Mus musculus] >gi_2114363 (U62962) similar to mouse 
.... . [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi 2695701 (U94175) mammary tumor-associated protein INT6 
[Hoio sapiens] >gi_4503521_ref_NP_001559 . l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 



Seq. No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232486 

LIB3197-055-Q1-M1-H9 

BLASTX 

g2062167 

203 

5.0e-16 

69 

65 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

232487 

LIB3197-056-Q1-M1-A10 

BLASTX 

g3548803 

573 

2.0e-59 

126 

87 

(AC005313) putative DNA-binding protein [Arabidopsis 



33496 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_4335770_gb_AAD174 47_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 

232488 

LIB3197-056-Q1-M1-A11 

BLASTX 

g462187 

338 

l.Oe-31 

108 

69 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir ^A42906 serine 

hydroxymethyltransferase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransferase [Pisum sativ\am] 

232489 

LIB3197-056-Q1-M1-A12 
BLASTX 
g2662341 
. 694 
2.0e-73 

134 ' - 

99 " 
(D63580) EF-1 alpha [Oryza sativa] 

>gi 2662345 dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi"2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

232490 

LIB3197-056-Q1-M1-A2 
BLASTX 
g2995405 
337 

7.0e-32 
97 
66 

(Y12432) polyprotein [Ananas comosus] 
232491 

LIB3197-056-Q1-M1-A4 
BLASTX 
gl703108 
699 

5.0e-74 
134 
99 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir_S68107 actin 7 - Arabidopsis 
thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



232492 

LIB3197-056-Q1-M1-A7 
BLASTX 



33497 



NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



gll70898 
322 

4.0e-30 

92 

78 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi 629659 pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_4 73206_emb_CAA55383_ (X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232493 

LIB3197-056-Qr-Ml-A9 

BLASTX 

g2811278 

434 

8.0e-43 

122 

74 

(AF043284) expansin [Gossypium hirsutum] 
232494 

LIB3197-056-Q1-M1-B1 

BLASTX 

g2463509 

442 

3.0e-44 

89 

89 

(Y09541) pectate lyase [Zinnia elegans] 
232495 

LIB3197-056-Q1-M1-B10 

BLASTX 

g2811278 

637 

9.0e-67 

130 

88 

(AF043284) expansin [Gossypium hirsutum] 
232496 

LIB3197-056-Q1-M1-B11 

BLASTX 

gl890317 

262 

5.0e-23 

60 

78 

(Y11791) peroxidase ATP26a [Arabidopsis thaliana] 
232497 

LIB3197-056-Q1-M1-B12 

BLASTX 

gl351303 

245 

6.0e-21 
62 



33498 



NCef Sesc^iption lNDOLE-3-GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 

>gi__619732 {U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232498 

LIB3197-056-Q1-M1-B3 

BLASTX 

gl899188 

419 

3.0e-41 
141 

^U90212) DNA binding protein ACBF [Nicotiana tabacum] 
232499 

LIB3197-056-Q1-M1-B6 

BLASTX 

gl905876 

720 

2.0e-76 
■ 142 
99 

(U90879) biotin carboxylase subunit [Arabidopsis thaliana] 
>gi 1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi 3047099 {AF058826) Arabidopsis thaliana biotin 
carboxylase subunit {GB:U90879) [Arabidopsis thaliana] 

232500 

LIB3197-056-Q1-M1-C1 
BLASTX 
g2465160 
199 

2.0e-15 
109 
9 

(Z99753) hypothetical protein [Schizosaccharomyces pombe] 
232501 

LIB3197-056-Q1-M1-C10 
BLASTX 
gl658197 
626 

2.0e-65 
120 

93 _ * , 

(U74630) calreticulin [Ricinus communis] >gi_1763297 
(U74631) calreticulin [Ricinus communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232502 

LIB3197-056-Q1-M1-C11 

BLASTX 

gl524370 

299 

3.0e-27 
98 



33499 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



61 

(X924 91) TOM20 [Solanum tuberosum] 
232503 

LIB3197-056-Q1-M1-C2 

BLASTX 

g643469 

398 

9.0e-39 

138 

57 

(U19886) unknown [Lycopersicon esculentum] 
232504 

LIB3197-056-Q1-M1-C3 

BLASTX 

g2213425 

512 

3.0e-52 

109 

51 

(Z97064) hypothetical protein [Citrus x paradisi] 
232505 

LIB3197-056-Q1-M1-C4 

BLASTX 

g2213425 

179 

3.0e-17 

64 

41 

{Z97064) hypothetical protein [Citrus x paradisi] 
232506 

LIB3197-056-Q1-M1-C5 

BLASTX 

gll81333 

184 

l.Oe-13 

40 

78 

(X78057) calreticulin [Zea mays] 
232507 

LIB3197-056-Q1-M1-C8 

BLASTX 

gl076746 

289 

9.0e-37 

99 

76 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

232508 

LIB3197-056-Q1-M1-C9 



33500 



Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 



BLASTX 

g586076 

640 

3.0e-67 ■ 

121 

97 

TUBULIN BETA-1 CHAIN >gi_4867 34_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232509 

LIB3197-056-Q1-M1-D10 

BLASTX 

g3193234 

180 

2.0e-13 

55 

62 

(AF068690) peroxisomal targeting signal-1 receptor 
[Citrullus lanatus] 



beq. NO. 


232510 




Seq. ID 


LIB3197-056-Q1-M1-D11 




Method 


BLASTX 




NCBI GI 


g4204300 




bJjAbi score 


165 




E value 


2.0e-ll 




Match length 


63 . 




t6 iQeni-.n-y 


56 




NLbi uescripnon 


(AC003027) Unknown protein [Arabidopsi; 


Seq. No. 


232511 




Seq. ID 


LIB3197-056-Q1-M1-D2 




Method 


BLASTX 




NCBI GI 


gl916807 




BLAST score 


409 




E value 


5.0e-40 




Match length 


121 




% identity 


69 




NCBI Description 


(U81162) auxin-binding protein 


[Prunus 


Seq. No. 


232512 




Seq. ID 


LIB3197-056-Q1-M1-D4 




Method 


BLASTX 




NCBI GI 


g3513738 




BLAST score 


475 




E value 


9.0e-48 




Match length 


142 




% identity 


63 




NCBI Description 


(AF080118) similar to the GDSL 


family ^ 




[Arabidopsis thaliana] 




Seq. No. 


232513 




Seq. ID 


LIB3197-056-Q1-M1-D6 




Method 


BLASTX 




NCBI GI 


gll74498 




BLAST score 


384 





33501 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-37 

99 

69 

SYNAPTOBREVIN-RELATED PROTEIN >gi_600710 {M90418) formerly 
called HAT24; synaptobrevin-related protein [Arabidopsis 
thaliana] 

232514 

LIB3197-056-Q1-M1-D7 

BLASTX 

g3650032 

237 

7.0e-20 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232515 

LIB3197-056-Q1-M1-D9 

BLASTX 

g3603353 

253 

9.0e-22 

62 

73 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 



Seq. No. 232516 

Seq. ID LIB3197-056-Q1-M1-E1 

Method BLASTX 

NCBI GI g2811278 

BLAST score 530 

E value 3.0e-54 

Match length 129 

% identity 7 6 

NCBI Description (AF043284) expansin [Gossypixam hirsutum] 

Seq. No. 232517 

Seq. ID LIB3197-056-Q1-M1-E12 

Method BLASTX 

NCBI GI g4559292 

BLAST score 471 

E value 3.0e-47 

Match length 141 

% identity 62 

NCBI Description (AF124148) trehalase 1 GMTREl [Glycine max] 

Seq. No. 232518 

Seq. ID LIB3197-056-Q1-M1-E2 

Method BLASTX 

NCBI GI gl31772 

BLAST score 308 

E value - 3.0e-28 

Match length 90 

% identity 71 



33502 



NCBI Description 4 OS RIBOSOMAL PROTEIN S14 (CLONE MCHl) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCHl) 

maize 

Seq. No. 232519 

Seq. ID LIB3197-056-Q1-M1-E5 

Method BLASTX 

NCBI GI g2244734 

BLAST score 670 

E value l.Oe-70 

Match length 131 

% identity 100 

NCBI Description (D88414) actin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232520 

LIB3197-056-Q1-M1-E7 

BLASTX 

g4567260 

455 

2.0e-45 

122 

69 

(AC006841) putative NADPH dependent mannose 6,-phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232521 

.LIB3197-056-Q1-M1-E9 
BLASTX 
g3395432 
168 

9.0e-12 

75 

49 

(AC004683) unknown protein [Arabidopsis thaliana] 
232522 

LIB3197-056-Q1-M1-F1 
BLASTX 

gl708313 * ^. . 

562 

6.0e-58 

120 

94 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana-thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232523 

LIB3197-056-Q1-M1-F12 

BLASTX 

g3493172 

627 

l.Oe-65 

133 

92 

(U89609) fiber annexin [Gossypium hirsutum] 



33503 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

•NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232524 

LIB3197-056-Q1-M1-F2 <:r 

BLASTX 

gl565225 

141 

l.Oe-08 

27 

89 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 



232525 

LIB3197-056-Q1-M1-F3 

BLASTX 

gll03318 

403 

2.0e-39 

135 

61 

(X78818) casein kinase I 
>g i_2 2 4 4 7 9 l_emb_CAB 1 0 2 1 3 , 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 

1 (Z97336) casein kinase I 



Seq. No. 


232526 . 


Seq. ID 


LIB319'7-056-Ql-Ml-F4 


Metnou 


RT ZXQTY 


NCBI GI 


g juoy X 


BLAbi score 


^ O D 


E value 


4 .Oe-22 


Match length 


143 


% identity 


37 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus tuberosus] 


Seq. No. 


232527 


Seq. ID 


LIB3197-056-Q1-M1-F6 


Method 


BLASTX 


NCBI GI 


g258313,3 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


106 


% identity 


35 


NCBI Description 


(AC002387) unknown protein [Arabidopsis thaliana] 


Seq. No. 


232528 


Seq. ID 


LIB3197-056-Q1-M1-F7 


Method 


BLASTX 


NCBI GI 


g3851001 


BLAST score 


439 : 


E value 


l.Oe-43 


Match length 


114 


% identity 


78 


NCBI Description 


(AF069909) pyruvate dehydrogenase El beta subunit 




[Zea mays] 


Seq. No. 


232529 


Seq. ID 


LIB3197-056-Q1-M1-F9 


Method 


BLASTX 



33504 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g267079 
276 

2.0e-24 

52 

100 

TUBULIN BETA-6 CHAIN >gi__320187_pir JQ1590 tubulin beta-6 

chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232530 

LIB3197-056-Q1-M1-G1 

BLASTX 

g2507281 

571 

5.0e-59 
104 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_einb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI'- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232531 

LIB3197-056-Q1-M1-G3 

BLASTX 

g267069 

515 

2.0e-52 

95 

99 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir__JQ15 94 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

232532 

LIB3197^056-Q1-M1-G7 

BLASTX 

g3914996 

160 

4.0e-ll 

78 

51 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640_ (D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ (AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033_ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232533 

LIB3197-056-Q1-M1-G8 

BLASTX 

g267069 

437 

2.0e-43 

86 

94 



33505 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana) 

232534 

LIB3197-056-Q1-M1-G9 

BLASTX 

g974782 

161 

5.0e-ll 

34 

97 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

232535 

LIB3197-056-Q1-M1-H1 

BLASTX 

g267069 

525 

l.Oe-53 

99 

97 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
*% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232536 

LIB3197-056-Q1-M1-H2 

BLASTX 

gl944575 

288 

3.0e-26 

87 

68 

(Z94058) pectinesterase [Lycopersicon esculentum] 
232537 

LIB3197-056-Q1-M1-H3 

BLASTX 

g3986289 

485 

5.0e-49 

119 

75 

(AB017357) L-Galactono-1, 4-lactone dehydrogenase [Ipomoea 
batatas] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232538 

LIB3197-056-Q1-M1-H7 

BLASTX 

g549010 

458 

6.0e-46 
107 



33506 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



77 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERFl) 
{OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUPl HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUPl 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA4 9172_ (X69375) similar to yeast 
omnipotent suppressor protein SUPl (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ {X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 

232539 

LIB3197-056-Q1-M1-H8 

BLASTX 

g4218162 

230 

3.0e-19 

60 

77 

(AJ009723) MADS-box protein, GAGA2 [Gerbera hybrida] 



232540 

LIB3197-056-Q1-M1-H9 

BLASTX 

g3881978 

378 

l.Oe-36 

99 

38 

(Y11348) annexin-like protein 



[Medicago sativa] 



232541 

LIB3197-057-Q1-M1-A1 

BLASTX 

g445613 

431 

9.0e-61 

150 

72 

ribosomal protein L7 [Solanum tuberosum] 
232542 

LIB3197-057-Q1-M1-A4 

BLASTX 

g280401 

522 

3.0e-53 . 

135 

76 

H+-transporting ATPase (EC 3.6.1.35) - curled-leaved 
tobacco >gi_170206 {M27888) H+"translocating ATPase 
[Nicotiana plymbagini folia] 

232543 

LIB3197-057-Q1-M1-A6 
BLASTX 



33507 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097579 
565 

2.0e-58 

117 

86 

(U64922) NTGPl [Nicotiana tabacum] 
232544 

LIB3197-057-Q1-M1-A7 

BLASTX 

g232029 

144 

7.0e-13 

119 

42 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_100154_pir S21989 translation elongation factor eEF 

alpha chain - carrot >gi_18339_emb_CAA42843_ (X60302) 
elongation factor lA [Daucus carota] 

232545 

LIB3197-057-Q1-M1-A8 

BLASTX 

g2104529 

529 

4.0e-54 
135 

78 ' 

(AF001308) putative hexose transporter [Arabidopsis 
thaliana] 

232546 

LIB3197-057-Q1-M1-A9 

BLASTX 

gl076660 

380 

l.Oe-36 

104 _ 

74 

D13F(MYBST1) protein - potato >gi_78 6426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes 
leaf. Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



232547 

LIB3197-057-Q1-M1-B1 

BLASTX 

gl839188 

540 

2.0e-55 

140 

74 

{U86081) root hair defective 3 [Arabidopsis thaliana] 
232548 

LIB3197-057-Q1-M1-B11 
BLASTX 



33508 



NCBI GI 

BLAST score 

E value 

Match* length 

% identity 

NCBI Description 



g3182981 
455 

2.0e-45 

109 ' ' 

78 

CELL ELONGATION PROTEIN DIMINUTO >gi_1695692_cibj_BAA13096_ 
(D86494) diminuto [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232549 

LIB3197-057-Q1-M1-B6 

BLASTX 

g2829206 

192 

9.0e-15 
52 
27 

(AF044205) 
hirsutum] 



proline-rich protein precursor [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length* 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
'BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232550 

LIB3197-057-Q1-M1-B8 

BLASTX 

g3413167 

448 

l.Oe-44 

88 

98 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 
232551 

LIB3197-057-Q1-M1-B9 

BLASTX 

g2130073 

501 

9.0e-51 
116 
84 

fructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_786178_dbj_BAA08845 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 

232552 

LIB3197-057-Q1-M1-C1 
BLASTX 
gl00488 
197 

2.0e-15 
65 
52 

TNP2 protein - garden snapdragon 
232553 

LIB3197-057-Q1-M1-C10 
BLASTX 
g4115925 
308 



13) isoenzyme C-1, 
(D50307) aldolase 



33509 



E value 
Match length, 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



3.0e-28 

79 

38 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ {AL04 9523) RNA-binding protein 
[Arabidopsis thaliana] 

232554 

LIB3197-057-Q1-M1-C11 

BLASTX 

g2342724 

554 

4.0e-57 

135 

79 

(AC002341) unknown protein [Arabidopsis thaliana] 
232555 

LIB3197-057-Q1-M1-C12 

BLASTX 

g549063 

387 

l.Oe-37 

113 

67 

* TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464^pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ {D12626) 
21kd polypeptide [Oryza sativa] 

232556 

LIB3197-057-Q1-M1-C3 

BLASTX 

g3892051 

133 

l.Oe-17 

57 

81 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 

232557 

LIB3197-057-Q1-M1-C6 

BLASTX 

g3757514 

386 

2.0e-37 

90 

82 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

232558 

LIB3197-057-Q1-M1-C8 

BLASTX 

g4455221 



33510 
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NCBI Description 
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Lnaiiana j 


bec^* iNo . 


£. O ^ X 


bec5. lu 




Method 


OT a CTY 




rrd '^ifi n*^ Qd 
g4 D 0 UO ^ 4 


BLAST score 


267 


E value 


2.0e-23 


Match length 


123 


% identity 


42 


NCBI Description 


(AC007171) 




thaliana] 



No definition line found [Arabidopsis thaliana] 



splicing factor-like protein [Arabidopsis. 



putative fatty acid elongase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232562 

LIB3197-057-Q1-M1-D4 

BLASTX 

g2462827 

220 

5.0e-18 

64 

70 

(AF000657) probable thiamin biosynthetic enzyme 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232563 

LIB3197-057-Q1-M1-D8 

BLASTX 

g2062167 

442 

7.0e-44 

102 

80 



33511 



NCBI Description . 



{AC001645) Proline-rich protein APG isolog (Arabidopsis 
thaliana] 



Seq; No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232564 

LIB3197-057-Q1-M1-D9 

BLASTX 

g3249084 

373 

8.0e-36 

107 

49 

{AC004473) Similar to red-1 
gb_X92750 from Mus musculus. 



(related to thioredoxin) 
ESTs gb_AA712687 and 



gene 



gb_Z37223 come from this gene [Arabidopsis thaliana] 
232565 

LIB3197-057-Q1-M1-E10 

BLASTX 

gl644427 

278 

l.Oe-24 

61 

87 

(U74610) glyoxalase II [Arabidopsis thaliana] 
232566 

LIB3197-057-Q1-M1-E11 

BLASTX 

g2146731 

611 

l.Oe-63 

144 

28 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232567 

LIB3197-057-Q1-M1-E12 

BLASTX 

g3688600 

244 

l.Oe-20 

120 

46 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
232568 

LIB3197-057-Q1-M1-E2 

BLASTX 

g2497753 

324 

4 .Oe-30 

93 

57 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



33512 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232569 

LIB3197-057-Q1-M1-E4 

BLASTX 

g416758 

308 

3.0e-28 

97 

62 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_4 45120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232570 

LIB3197-057-Q1-M1-E6 

BLASTX 

g2738949 

623 

4 .Oe-65 

127 

89 

(AF0222\3) cytosolic ascorbate peroxidase [Fragaria x 
ananas sa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232571 

LIB3197-057-Q1-M1-E7 . . 

BLASTX 

g3885343 

190 

2.0e-14 

78 

42 

(AC005623) hypothetical protein [Arabidopsis thaliana] 
232572 

LIB3197-057-Q1-M1-F10 

BLASTX 

g3395938 

218 

l.Oe-17 

75 

60 

(AF07 6924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232573 ' 

LIB3197-057-Q1-M1-F11 

BLASTX 

g3169287 

616 

3.0e-64 

134 

91 

(AF050673) vacuolar H+-ATPase catalytic subunit [Gossypium 
hirsutuiti] 



33513 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232574 

LIB3197-057-Q1-M1-F12 

BLASTX 

gll74592 

608 

2.0e-63 

113 

99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232575 

LIB3197-057-Q1-M1-F2 

BLASTX 

g3024909 

158 

l.Oe-10 

141 

33 

HYPOTHETICAL 46.0 KD PROTEIN SLR0889 

>gi_1652697_dbj_BAA17617_ {D90907) ABCl-like [Synechocystis 
sp.] 



Seq. No. 

Seq... ID 

Method 

NCBI vGI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232576 

LIB3197-057-Q1-M1-F7 

BLASTX 

g2262107 

182 

l.Oe-13 

42 

81 

(AC002343) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 


232577 


Seq. ID 


LIB3197-I 


Method 


BLASTX 


NCBI GI 


gl076560 


BLAST score 


390 ^ 


E value 


8.0e-38 


Match length 


93 


% identity 


78 


NCBI Description 


cysteine 


Seq. No.. 


232578 


Seq. ID * 


LIB3197- 


Method 


BLASTX 


NCBI GI 


g755150 


BLAST score 


395 


E value 


2.0e-38 


Match length 


113 


'% identity 


51 


NCBI Description 


(U13670) 



- castor bean 



[Gossypium hirsutum] 



Seq. No. 



232579 



33514 





Seq. ID 


LIB3197-057-Q1-M1-G4 




Method 


BLASTX 




NCBI GI 


g3641834 




BLAST score 


524 




E value 


2.0e-53 




Match length 


114 




% identity 


85 




NCBI Description 


{AJ007312) pyruvate dehydrogenase kinase [Arabidop: 






thaliana] 




Seq. No. 


232580 




Seq. ID 


LIB3197-057-Q1-M1-G5 




Method 


BLASTX 




NCBI GI 


g3822036 




BLAST score 


215 




E value 


2.0e-17 




Match length 


115 




% identity 


45 




NCBI Description 


(AF072326) endo-1, 3-1/ 4-beta-D-glucanase [Zea mays 




Seq. No. 


232581 


ffl 


Seq. ID 


LIB3197-057-Q1-M1-G6 




Method 


BLASTX 




NCBI GI 


g4512653 




BLAST score 


370 




E value 


2.0e-35 


1=1: 


Match length 


87 


: s = 


% identity 


86 - * ' 




NCBI Description 


(AC007048) unknown protein [Arabidopsis thaliana] 


'__ 


Seq. No. 


232582 




Seq. ID 


LIB3197-057-Q1-M1-G7 




Method 


BLASTX 




NCBI GI 


g4204263 




BLAST score 


366 




E value 


4.0e-35 




Match length 


106 




% identity 


59 




NCBI Description 


(AC005223) 40409 [Arabidopsis thaliana] 




Seq. No. 


232583 




Seq. ID 


LIB31 97-057 -Q1-M1-G9 




Method 


BLASTX 




NCBI GI 


g974782 




BLAST- score 


235 




E value 


8.0e-20 




Match length 


102 




% identity 


50 




NCBI Description 


{Z4 9150) cobalamine-independent methionine synthas 






[Solenostemon scutellarioides] 




Seq. No. 


232584 




Seq. ID 


LIB3197-057-Q1-M1-H1 




Method 


BLASTX 




NCBI GI 


g2388689 




BLAST score 


184 




E value 


l.Oe-13 



33515 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 
52 

(AF016633) GHl protein [Glycine max] 
232585 

LIB3197-057-Q1-M1-H10 
BLASTX 
g2827529 
249 

3.0e-21 
115 • ' 

45 

{AL021633) putative protein [Arabidopsis thaliana] 
232586 

LIB3197-057-Q1-M1-H11 
BLASTX 
g232024 
658 

3.0e-69 
124 
99 

PROTEIN E6 >gi_J21806_pir ^A46130 fiber protein - upland 

cotton >Qi 2129498 pir . S65061 fiber protein E6 

CKE6-lrf) - upland cotton >gi_167323 (M92051) 5' 
is putative; putative [Gossypium hirsutum] >gi_1000084 
(U30505) E6 [Gossypium hirsutum] 



(clone 
start site 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232587 

LIB3197-057-Q1-M1-H3 

BLASTX 

g4415996 

484 

5.0e-49 

97 

95 

(AF059290) beta-tubulin 4 



[Eleusine indica] 



232^588 

LIB3197-057-Q1-M1-H4 

BLASTX 

g4580460 

324 

3.0e-30 

87 

76 

{AC006081) putative 26S Protease Subunit A [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232589 

LIB3197-057-Q1-M1-H5 

BLASTX 

gl35535 

599 

2.0e-62 

132 

91 



33516 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBIGI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBL GI 
BLAST score 
E value 
Match length 



T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-l-ALPHA) 

(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-I - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 

232590 

LIB3197-057-Q1-M1-H6 

BLASTX 

gl931647 

320 

l.Oe-29 

86 

71 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

232591 

LIB3197-057-Q1-M1-H8 

BLASTX 

g3687237 

227 

7.0e-19 

100 

53 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

232592 

LIB3197-058-Q1-M1-B1 

BLASTX 

gl663706 

192 

l.Oe-14 

92 

47 

(D87685) similar to human transcription factor TFIIS 
(S34159) . [Homo sapiens] 

232593 

LIB3197-058-Q1-M1-B2 

BLASTX 

g4220476 

200 

2.0e-16 

87 

60 

(AC006069) ribophorin I-like protein [Arabidopsis thaliana] 
232594 

LIB3197-058-Q1-M1-C3 

BLASTX 

g3025299 

149 

2.0e-09 
116 



33517 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 " 
(AF002109) ABCl isolog^ [Arabidopsis thaliana] 

232595 

LIB3197-058-Q1-M1-C7 

BLASTX 

gll3116 

391 

6.0e-38 
140 

52 

ATP-CITRATE ( PRO-S- ) -LYASE (CITRATE CLEAVAGE ENZYME) 

>gi_111396_pir A35007 ATP citrate (pro-S) -lyase (EC 

4.1.3.8) - rat >gi_203490 (J05210) ATP citrate-lyase 
[Rattus norvegicus] 

232596 

LIB3197-058-Q1-M1-D1 

BLASTX 

g3193284 

235 

9.0e-20 

37 ' • 

(AF069298) No definition line found [Arabidopsis thaliana] 
232597 

LIB3197-058-Q1-M1-D2 

BLASTX 

g4559310 

151 

8.0e-10 

133 

29 

(AF129131) putative Zic3 binding protein; CBP3 protein 
homolog [Xenopus laevis] 

232598 

LIB3197-058-Q1-M1-D3 

BLASTX 

g3702962 

309 

3.0e-28 
61 
95 

CAF079484) 
thaliana] 



rac GTP binding protein Arac7 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232599 

LIB3197-058-Q1-M1-D9 

BLASTX 

g2444178 

689 

7.0e-73 

140 

91 



33518 



NCBI Description {U94784) unconventional myosin [Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232600 

LIB3197-058-Q1-M1-E9 

BLASTX 

gl25887 

110 

l.Oe-09 

86 

49 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232601 

LIB3197-058-Q1-M1-F1 

BLASTX 

gll74592 

548 

2.0e-56 

120 

86 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi__525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232602 

LIB3197-058-Q1-M1-F7 

BLASTX 

g4337175 

433 

7.0e-43 

123 

67 

(AC006416) ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb^R90004, gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232603 

LIB3197-058-Q1-M1-F8 

BLASTX 

g972511 

141 

l.Oe-18 

60 

87 

(X90982) phosphoenolpyruvate carboxylase [Solanum 
tuberosum] 



Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 



232604 

LIB3197-058-Q1-M1-G1 

BLASTX 

gl354849 

293 

9.0e-33 



33519 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
42 

{U57350) epoxide hydrolase [Nicotiana tabacum] 
232605 

LIB3197-058-Q1-M1-G2 

BLASTX 

gl351014 

461 

3.0e-46 

111 

84 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 



Seq, No. 
Seq. ID 
Method 



232606 

LIB3197-058-Q1-M1-G7 
BLASTX 





al48 6472 


BLAST score 




E value 


1 . ue oD 


Match length 


y 1 


% laencicy 


7P 

/ o 


NCBI Description 


(X99853) oxoglutarate malate translocator [Solanum 




tuberosum] 


beq. NO. 


£. O £.\>\J f 


Seq. iu 








wc n T P T 




DLtrtO i SCOXc 


144 


Cj V d X U.C 


6.0e-09 


M;^'t~ph 1 pncrth 


90 


% identity 


37 


NCBI Description. 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No- 


232608 


Seq. ID 


LIB3197-058-Q1-M1-H1 


Method 


BLASTX 


NCBI GI 


g461736 


BLAST score 


560 


E value 


8.0e-58 


Match length 


118 


% identity 


95 


NCBI Description 


MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 


>gi 478786 pir S29316 chaperonin 60 - cucurbit 




>gi 12546 einb_CAA50218_ (X70868) chaperonin 60 [Cucurb; 




sp. ] 


Seq. No. 


232609 


Seq. ID 


LIB3197-058-Q1-M1-H3 


Method 


BLASTX 


NCBI GI 


g2245132 


BLAST score 


187 


E value 


5.0e-14 


Match length 


69 


% identity 


58 



33520V 



NCBI Description (Z97344) syntaxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. - No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232610 

LIB3197-058-Q1-M1-H7 

BLASTX 

g2811278 

328 

6.0e-31 

78 

81 

(AF043284) expansin [Gossypium hirsutum] 
232611 

LIB3197-058-Q1-M1-H8 

BLASTX 

gl848212 

442 

6.0e-44 

87 

44 

(Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 

232612 

LIB3197-058-Q1-M1-H9 

BLASTX 

gl706377 

582 

2.0e-60 

131 

82 

DIHYDROFLAVONOL-4-REDUCTASE (DFR) ( DIHYDROKAEMPFEROL 
4-REDUCTASE) >gi_4 9901 8_emb_CAA5 357 8_ (X75964) 
dihydroflavonol reductase [Vitis vinifera] 

232613 

LIB3197-059-Q1-M1-A1 

BLASTX 

g3075394 

454 

2.0e-45 

98 

83 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

232614 

LIB3197-059-Q1-M1-A10 

BLASTX 

g4539459 

231 

3.0e-19 

107 

50 

(AL049500) putative protein [Arabidopsis thaliana] 



33521 



Seq. No. 


232615 


Seq. ID 


LIB3197-059-Q1-M1-A11 


Method 


BLASTX 


NCBI GI 


gJUoboUo 


BLAST score 


347 


E value 


9.0e-33 


Match length 


80 


% identity 


78 


NCBI Description 


{AL022373) thaumatin-like proti 


Seq. No. 


232616 


Seq. ID 


LIB3197-059-Q1-M1-A12 


Method 


BLASTX 


NCBI GI 


gl74300y 


BLAST score _ 


505 


E value 


3.0e-51 


Match length 


124 


% identity 


78 


NCBI Description 


{Y10036) SNFl-related protein 


Seq. No. 


232617 


Seq. ID 


LIB3197-059-Q1-M1-A6 


Method 


BLASTX 


NCBI GI 


g461735 


BLAST score 


608 


E value 


2.0e-63 


Match length 


141 


% identity 


84 


NCBI Description 


MITOCHONDRIAL CHAPERONIN HSP60 



>gi_478785_pir S29315 chaperonin 60 - cucurbit 

>gi__12544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 
sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232618 

LIB3197-059-Q1-M1-A7 

BLASTX 

gl854386 

480 

2.0e-48 

12J 

74 

(AB001375) 
vinif era] 



similar to soluble NSF attachment protein [Vitis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232619 

LIB3197-059-Q1-M1-A8 

BLASTX 

g464734 

562 

2.0e-61 

141 

83 

ADENOS YLHOMOCYSTEINASE .( S-ADENOSYL-L-HOMOCYSTEINE 

HYDROLASE) (ADOHCYASE) >gi_481237_pir S38379 

adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi_407412_emb_CAA81527_ (226881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 



33522 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

.E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232620 

LIB3197-059-Q1-M1-B1 

BLASTX 

g3643598 

657 

4.0e-69 
146 
84 

(AC005395) 
thaliana] 



putative poly (A) polymerase [Arabidopsis 



232621 

LIB3197-059-Q1-M1-B4 

BLASTX 

g4567250 

196 

5.0e-15 

86 

55 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
232622 

LIB3197-059-Q1-M1-B7 

BLASTX 

g3319355 

535 

7.0e-55 

125 

91 

(AF077407) similar to chaperonin containing TCP-1 comple 
gamma chain [Arabidopsis thaliana] 

232623 

LIB3197-059-Q1-M1-B8 

BLASTX 

g4432845 

158 ■ . 

l.Oe-10 

85 

45 

(AC006283) unknown protein [Arabidopsis thaliana] 
232624 

LIB3197-059-Q1-M1-B9 

BLASTX 

g584867 

166 

l.Oe-11 

113 

33 

CYTOCHROME P450 77A2 (CYPLXXVIIA2 ) (P-450EG5) 

>gi_481959_pir S40266 gene CYP77A2- protein^ - eggplant 

>gi_5"4 2071_pir S41598 cytochrome P4 50 77A2 - eggplant 

>gi_438241_emb_CAA5064 6_ (X71655) CYP77A2 [Solanum 
melongena] 



33523 



Seq. No. 

Seq. ID 

Method 

NCBIGI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232625 

LIB3197-059-Q1-M1-C1 

BLASTX 

g2894378 

311 

2.0e-28 

132 

51 

(Y14573) putative ribophorin I homologue [Hordeum vulgare] 
232626 

LIB3197-059-Q1-M1-C7 

BLASTX 

g3024991 

215 

3.0e-17 

128 

35 

HYPOTHETICAL AMINOTRANSFERASE YBDL >gi_1778518 (U82598) 
hypothetical protein [Escherichia coli] >gi__1786816 
(AE000165) putative aminotransferase [Escherichia coli] 
>gi_4062217_dbj_BAA35230_ (D90701) Aspartate transaminase 
(EC 2.6.1.1) [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232627 

LIB3197-059-Q1-M1-D2 

BLASTX 

g3702333 

169 

7.0e-12 

96 

41 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
232628 

LIB3197-059-Q1-M1-D3 

BLASTX 

gl724102 

554 

5.0e-57 

121 

84 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

232629 

LIB3197-059-Q1-M1-D7 

BLASTX 

g2119278 

636 

l.Oe-66 

118 

97 

tubulin beta-1 chain - rice 



Seq. No. 
Seq. ID 



232630 

LIB3197-059-Q1-M1-E1 



33524 



Method BLASTX 

NCBI GI g2914703 

BLAST score 169 

E value 7..0e-12 

Match length 91 

% identity 57 

NCBI Description {AC003974) unknown protein [Arabidopsis thaliana] 

Seq. No. 232631 

Seq. ID LIB3197-059-Q1-M1-E2 

Method BLASTX 

NCBI GI g2245094 

BLAST score 17 6 

E value l.Oe-12 

Match length 78 

% identity 53 

NCBI Description (Z97343) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 
Seq. 



No. 
ID 



232632 

LIB3197-059-Q1-M1-E7 

BLASTX 

g3068714 

581 

3.0e-60 

133 

32 

(AF049236) unknown [Arabidopsis thaliana] 
232633 

LIB3197-059-Q1-M1-E8 

BLASTX 

g730463 

270 

l.Oe-23 , - 

83 

60 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yea 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 

232634 

LIB3197-059-Q1-M1-E9 

BLASTX 

g3122060 

416 

4.0e-41 

81 

99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_2598657_emb_CAA10847__ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 

232635 

LIB3197-059-Q1-M1-F1 



33525 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056469. 

586 

8.0e-61 

116 

98 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

232636 

LIB3197-059-Q1-M1-F2 

BLASTX 

g2088651 

168 

9.0e-12 

75 

39 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

232637 

LIB3197-059-Q1-M1-F3 

BLASTX 

g3600060 

311 

2.0e-28 

87 

69 

{AF080120) contains similarity to protein kinases (Pfam: 
pkinase . hmm, score: 24.94) [Arabidopsis thaliana] 

232638 - 
LIB3197-059-Q1-M1-F8 
■ BLASTX . 
g4138137 
502 

5.0e-51 

131 

67 

(AJ012796) ss-galactosidase [Lycopersicon esculentum] 
232639 

LIB3197-059-Q1-M1-F9 

BLASTX 

g3915699 . 

578 

8.0e-60 

121 

88 

AMINOMETHYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 

PROTEIN) >gi_541970_pir S40260 T-protein - garden pea 

>gi_1362061_pir S56661 glycine decarboxylase T protein 

precursor - garden pea >gi_438217_emb_CAA81080_ (Z25861) 
T-protein [Pisum sativum] >gi_3021553 emb CAA10976 



33526 



(AJ222771) T protein [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232640^ 

LIB3197-059-Q1-M1-G1 

BLASTX 

g2288981 

300 

3.0e-27 

89 

39 

{AC002335; 
thaliana] 



calcium binding protein isolog [Arabidopsis 
>gi_3763938 (AC004450) putative calcium binding 



Seq. No. 
Seq. ID 
Method 



protein [Arabidopsis thaliana] 
232641 

LIB3197-059-Q1-M1-G11 

BLASTX 

g3702332 

251 

l.Oe-21 

81 

58 

(AC005397) unknown protein [Arabidopsis thaliana] 
232642 

LIB3197-059-Q1-M1-G12 

BLASTX 

g3738297 

271 

7.0e-24 

92 

28 

(AC005309) unknown protein [Arabidopsis thaliana] 
232643 

LIB3197-059-Q1-M1-G3 

BLASTX 

gl477428 

615 

3.0e-64 

140 

85 

(X99623) alpha-tubulin 1 [Hordeum vulgare] 
232644 

LIB3197-059-Q1-M1-G5 

BLASTX 

g3063710 

498 

2.0e-50 

144 

66 

{AL022537) putative protein [Arabidopsis thaliana] 
232645 

LIB3197-059-Q1-M1-G6 
BLASTX 



33527 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scor^^ 

E value '"^^^ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g71634 
472 

2.0e-47 

88 

100 

actin 1 



- rice 



232646 

LIB3197-059-Q1-M1-G7 

BLASTX 

gl495251 

228 

6.0e-19 

85 

74 

{Z70314) heat-shock protein 



[Arabidopsis thaliana] 



232647 

LIB3197-059-Q1-M1-G8 

BLASTX 

gll74162 

257 

3.0e-22 
51 

90- 

(U4 4 976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 {AF091106). . E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
232648 

LIB3197-059-Q1-M1-G9 

BLASTX 

g3135693 

217 

l.Oe-17 
43 

98 ' . 

(AF064201) glutathione S-transf erase [Gossypium hirsutum] 
232649 

LIB3197-059-Q1-M1-H1 

BLASTX 

g3163946 

644 

l.Oe-67 

144 

88 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
232650 

LIB3197-059-Q1-M1-H10 

BLASTX 

gl709761 

346 

2.0e-44 

103 

84 



33528 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEASOME 27 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 27- KD SUBUNIT) >gi_126214 6_einb_CAA65660_ (X96974) 
proteasome subunit [Spinacia oleracea] 

232651 

LIB3197-059-Q1-M1-H11 

BLASTX 

g3355468 

305 

5.0e-52 

123 

82 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232652 

LIB3197-059-Q1-M1-H2 

BLASTX 

g3413511 

353 

2.0e-33 

105 

70 

(AJ000265) 
oleracea] 



glucose-6-phosphate isomerase [Spinacia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232653 

LIB3197-059-Q1-M1-H3 

BLASTX 

g267069 

642 

2.0e-67 

119 

98 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI^ Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232654 

LIB3197-059-Q1-M1-H6 

BLASTX 

g3885329 

524 

l.Oe-53 

130 

81 

(AC005623) alien-like protein [Arabidopsis thaliana] 
232655 

LIB3197-059-Q1-M1-H8 

BLASTX 

g2119278 

584 

l.Oe-60 

107 

97 



33529 



NCBI Description tubulin beta-1 chain - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232656 

LIB3197-059-Q1-M1-H9 

BLASTX 

g3169287 

166 

l.Oe-11 

52 

65 

(AF050673) 
hirsutum] 



vacuolar H+-ATPase catalytic subunit [Gossypium 



232657 

LIB3197-060-Q1-M1-A10 

BLASTX 

gll72872 

310 

2.0e-28 

132 

56 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A * 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA02373_ 
{D13042) thiol protease [Arabidopsis thaliana] ' 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

232658 

LIB3197-060-Q1-M1-A11 

BLASTX 

gl076746 

652 

3.0e-69 

147 

97 

heat shock protein 70 - 
>gi_7 631 60_emb__CAA4 7 9 4 8_ 
[Oryza sativa] 



rice (fragment) 
(X67711) heat shock protein 70 



232659 

LIB3197-060-Q1-M1-A2 

BLASTX 

g586076 

528 

5.0e-54 

105 

88 

TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 

232660 

LIB3197-060-Q1-M1-A3 

BLASTX 

gll72872 

264 



33530 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



4.0e-23 
116 
50 ^ 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_4 35618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4 539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

232661 

LIB3197-060-Q1-M1-A5 

BLASTX 

gl055161 

155 

3.0e-10 

139 

25 

{U40029) similar to human 100 kDa coactivator (U22055) 
[Caenorhabditis elegans] 

232662 

LIB3197-060-Q1-M1-B1 

BLASTX 

g2497543 

328 

7.0e-31 

84 

77 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_4 4 402 3_emb_CAA8 262 8_ 
(Z294 92) pyruvate kinase [Nicotiana tabacum] 

232663 

LIB3197-060-Q1-M1-B10 

BLASTX 

g4204849 

184 

l.Oe-13 

90 

50 

(U55875) protein kinase [Arabidopsis thaliana] 
232664 

LIB3197-060-Q1-M1-B11 

BLASTX 

g4337176 

219 ^* 

l.Oe-17 

133 

13 

(AC006416) T31J12.4 [Arabidopsis thaliana] 
232665 

LIB3197-060-Q1-M1-B2 

BLASTX 

g3650032 



33531 



BLAST score 


241 


ej va.j.ue 


7 Op-20 


MaL.cn xenytxi 


•J -J 


Q. A ^ /-\ ^ ^ 4- T / 

% laenLity 




INV^OX L/CO OX. -L^ L XIJH 


(AC005396) gibberellin-regulated protein GASTl-like 


r Arahi Hnr><? i s thalianal 




232666 


Seq. iu 


T Q7-nfin-m -mi-b5 


Method 


DlxriO i A 


NCBI GI 


g2384671 


BLAST score 


578 


E value 




KjT ^ n n 4* 

Matcn lengtn 


± u 


% identity 




INUdX UcSCITipUXUIl 


(AF012657) putative potassium transporter AtKT2p 


r AT^ihi dnn«? i *5 thalianal 


O e . IN U . 


232667 


<y> ^ ~ TP* 

beq. lu 


T Q7-nfin-m -mi -r7 


Method 


BLASTX 


NCBI GI 


gl'245343 ■ 


oLAbi score 


^ ^ o * ■ 


E value 


X . VJC X o 


Match length 


DO 


% laeni-iLy 




InudX uescripuion 


fTTSniQ4^ 1- r i npnt idvlneotidase II TRattus norveaicus] 


oeq . LNo . 




Seq. ID 


T m'^i Q7— nfifi-oi —Ml — Rft 


Method 


BLASTX 


NCBI GI 


gl777921 


cLiAbi score 


D X J 


b vaxue 




Matcn lengrn 


xz o 


^ iaent.ii,y 




jnudI uescripuion 


lx^^All A\ n^ pim^f decarboxvlase FNicotiana tabacuml 


oeq . iNo . 


232669 


Seq. ID 


T Q7 — nfifl — Ol —Ml —PI 0 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAbi score 


fl O X 


hi vaxue 


1 npa-49 


kjt — I 4- >^ V\ 1 n "f* V> 

Maccn lengLii 


1 09 




81 




(AL021711) putative protein [Arabidopsis thaliana] 


O c . IN (J . 


232670 


Seq. ID 


T TR'^i Q7-nfin-ni —mi -n i 

JjXDJX-?/ L/Dv VX LiX X X 




BLASTX 


NCBI GI 


g3023271 


BLAST score 


691 


E value 


4.0e-73 


Match length 


140 


% identity 


95 


NCBI Description 


GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH 



33532 



Seq. No, ^. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(FALDH) (GSH-FDH) >gi_1675394 (U77637) class III ADH enzyme 
[Oryza sativa] 

232671 

LIB3197-060-Q1^M1-C2 

BLASTX 

g3334115 

546 

4.0e-56 

110 

97 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1' [Gossypium 

hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232672 

LIB3197-060-Q1-M1-C3 

BLASTX 

g507275 

178 

5.0e-13 

105 

40 

(L34159) NADPH : quinone oxidoreductase/zeta crystallin [Lama 
guanicoe] 



Seq. No. 


232673 


Seq. ID 


LIB3197-060-Q1-M1-C5 


Method 


BLASTX 


NCBI GI 


g3269293 


BLAST score 


275 


E value 


3.0e-24 


Match length 


132 


% identity 


47 


NCBI Description 


(AL030978) putative protein 


Seq. No. 


232674 


Seq. ID 


LIB3197-060-Q1-M1-C6 


Method 


BLASTX 


NCBI GI 


gl771162 


BLAST score 


515 


E value 


2.0e-52 


Match length 


130 


% identity 


82 


NCBI Description 


(X98930) SBT2 [Lycopersicon 


>gi_3687307_emb_CAA07000_ (. 




protease [Lycopersicon escu. 


Seq. No. 


232675 


Seq. ID 


LIB3197-060-Q1-M1-C7 


Method 


BLASTX 


NCBI GI 


gll70567 


BLAST score 


635 


E value 


2.0e-67 


Match length 


143 


% identity 


92 



33533 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MYO- I NOS I TOL-1- PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl^protein - Citrus paradisi 

>gi_602565_einb_CAA83565_ (232632) INOl [Citrus x paradisi] 

232676 

LIB3197-060-Q1-M1-C8 

BLASTX 

g418854 

688 

9.0e-73 

138 

18 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [ Pet rose linum crispum] 
>gi_288114_einb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232677 

LIB3197-060-Q1-M1-C9 

BLASTX 

gl220196 

518 

7.0e-53 

119 

80 

{U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232678 

LIB3197-060-Q1-M1-D1 

BLASTX 

g463365 

149 

4.0e-10 

47 

68 

(U03702) ubiquitin [Affinetrina eburnea ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232679 

LIB3197-060-Q1-M1-D11 

BLASTX 

g3582436 

477 

5.0e-48 

142 

67 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232680 

LIB3197-060-Q1-M1-D3 

BLASTX 

g3668089 

149 

-l.Oe-09 
58 
45 

(AC004667) unknown protein [Arabidopsis thaliana] 



33534^ 



Seq. No. 


232681 


Seq. ID 


LIB3197-060-Q1-M1-D4 


Method 


BLASTX 


NCBI GI . 


g4191778 


ojj/io 1 score 


ft 0 !7 


E value 


2.0e-49 


Match length 


131 


% identity 


74 


NCBI Description 


(AC005917) putative nucleosome as: 




[Arabidopsis thaliana] 


Seq. No. 


232682 


Seq. ID 


LIB3197-060-Q1-M1-D5 


Method 


BLASTX 


NCBI GI 


g3702368 


esilAo i score 


DUU 


E value 


l.Oe-50 


Match length 


121 


% identity 


77 


NCBI Description 


(AJ001855) alpha subunit of F-act. 




[Arabidopsis thaliana] 


Seq. No. 


232683 


Seq. ID 


LIB3197-060-Q1-M1-D6 


Method 


BLASTX 




g JU y / 


BLAST score 


180 


E value 


2.0e-13 


Match length 


79 


% identity 


44 


NCBI Description 


{AB013289) Bd 30K [Glycine max] 


Seq. No. 


232684 


Seq. ID. 


LIB3197-060-Q1-M1-D7 


Method 


BLASTX 


NCBI GI 


g466160 


BLAST score 


373 


E value 


8.0e-36 


Match length 


84 


% identity 


85 


NCBI Description 


HYPOTHETICAL 9 . 8 KD PROTEIN ZK652 



.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232685 

LIB3197-060-Q1-M1-D8 

BLASTX 

g2244732 

537 

5.0e-55 

103 

100 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 



Seq. No, 
Seq. ID 



232686 

LIB3197-060-Q1-M1-P9 



33535 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g974782 

493 

5.0e-50 

99 

99 

(Z49150) 



cobalamine- independent methionine synthase 



[Solenostemon scutellarioides] 
232687 

LIB3197-060-Q1-M1-E1 

BLASTX 

g2459420 

638 

6.0e-67 
125 
97 

(AC002332) 
thaliana] 



putative ribosomal protein L17 [Arabidopsis 



232688 

LIB3197-060-Q1-M1-E10 

BLASTX 

g3859659 . 

151 

9.0e-10 

60 

53 

(AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] . 



232689 

LIB3197-060-Q1-M1-E11 

BLASTX 

gl491615 

252 

l.Oe-21 

113 

45 

(X99923) male sterility 
thaliana] 



2-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232690 

LIB3197-060-Q1-M1-E2 

BLASTX 

g3023815 

370 

2.0e-35 

108 

69 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_1362053_pir S57785 glucose-6-phosphate 

1-dehydrogenase (EC 1,1.1.49) - alfalfa >gi_603219 (U18238) 
glucose-6-phosphate dehydrogenase [Medicago sativa subsp. 
sativa] 



Seq. No. 



232691 



33536 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-060-Q1-M1-E3 

BLASTX 

g2497492 

240 

9.0e-26 

121 

55 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_1653646_dbj_BAA18558_ (D90915) uridine 
monophosphate kinase [Synechocystis sp.] 

232692 

LIB3197-060-Q1-M1-E6 

BLASTX 

g2129578 

227 

8.0e-19 
63 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] ^ 

232693 

LIB3197-060-Q1-M1-E7 

BLASTX 

g2880051 

167 

l.Oe-11 

64 

53 

(AC002340) putative protein kinase [Arabidopsis thaliana] 
232694 

LIB3197-060-Q1-M1-E8 

BLASTX 

gl34891 

142 

9.0e-09 

99 

35 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR-ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_89066_pir A24570 signal recognition particle receptor 

precursor - dog >gi_997_emb_CAA26945_ (X03184) signal 
recognition particle receptor [Canis sp.] 

>gi_224778_prf 1112224A signal recognition particle 

receptor [Canis familiaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232695 

LIB3197-060-Q1-M1-F12 

BLASTX, 

g484656 

599 

3.0e-62 



33537 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 

80 ' . - 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_452165_dbj_BAA05408_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

232696 

LIB3197-060-Q1-M1-F4 

BLASTX 

g2493046 

513 

3.0e-52 

129 

75 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir ^A41740 H+-transporting ATP synthase (EC 

3.6.1.34) delta* chain precursor - sweet potato 

>gi_217 938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 

delta subunit [Ipomoea batatas] 



Ocl^ ■ LNU • 


232697 


beq. iu 




Method 


BLASTX 


NCBI GI 


g4204260 


Dijr\o I scuire 


d. J \j 


E value 




Maucn xengun 






60 


iNL/tJi uescr xp u j-Oii 


/APfins??'^^ ?SS6fi fArabidoosis thalianal 


Seq. No. 


232698 


Seq. ID 


LIB3197-060-Q1-M1-F9 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


520 


E value 


4.0e-53 


Match length 


112 


% identity 


91 


NCBI Description 


(U89609) fiber annexin [Gossypiiim hirsutum] 


Seq. No. 


232699 


Seq. ID 


LIB3197-060-Q1-M1-G1 


Method 


BLASTX 


NCBI GI 


g3413167 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


34 


% identity 


97 


NCBI Description 


(AJ010225) elongation factor 1-alpha [Cicer 


Seq. No. 


232700 


Seq. ID 


LIB3197-060-Q1-M1-G10 


Method 


BLASTX 


NCBI GI 


gl703380 


BLAST score 


704 


E value 


l.Oe-74 


Match length 


136 



33538 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

ADP-RIBOSYLATION- FACTOR >gi_li32483_dbj__BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

232701 

LIB3197-060-Q1-M1-G11 

BLASTX 

g4104242 

332 

5.0e-31 

93 

73 

(AF034266) palmitoyl-acyl carrier protein thioesterase 
[Gossypium hirsutum] 

232702 

LIB3197-060-Q1-M1-G12 

BLASTX 

g4220532 

144 

5.0e-G9 

53 

62 

(AL035356) putative protein-- [Arabidopsis thaliana] 
232703 

LIB3197-060-Q1-M1-G2 

BLASTX 

g2894612 

426 

5.0e-42 

111 

71 

(AL021889) putative protein [Arabidopsis thaliana] 
232704 

LIB3197-060-Q1-M1-G4 

BLASTX 

g4101626 

528 

5.0e-54 

122 

78 

(AF005096) desaturase/cytochrome b5 protein [Ricinus 
communis] 

232705 

LIB3197-060-Q1-M1-G8 

BLASTX 

g2407800 

402 

3.0e-39 

89 

91 

{Y12575) histone H2A.F/Z [Arabidopsis thaliana] 



Seq. No. 



232706 



33539 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-060-Q1-M1-G9 

BLASTX 

g267069 

616 

3.0e-64 

114 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 , 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232707 

LIB3197-060-Q1-M1-H1 

BLASTX 

g4539408 

287 

l.Oe-25 

74 

73 

(AL049524) putative alpha NAC [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232708 

LIB3197-060-Q1-M1-H10 

BLASTX 

g4512671 

299 

4.0e-27 

74 

73 

(AC006931) unknown protein [Arabidopsis thaliana] 
232709 

LIB3197-060-Q1-M1-H11 

BLASTX 

g3041738 

431 

l.Oe-42 

146 

60 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) (CCT-ETA) 
(HIV-1 NEF INTEEIACTING PROTEIN) >gi_2559010 (AF026292) 
chaperonin containing t-complex polypeptide 1, eta subunit; 
CCT-eta [Homo sapiens] 



Seq. No. 

Seq. ID 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



232710 

LIB3197-060-Q1-M1-H6 

BLASTX 

g2118222 

364 

9.0e-35 

87 

54 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P4) - Arabidopsis thaliana >gi_926935 (L44584) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



33540 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232711 

LIB3197-060-Q1-M1-H7 

BLASTX 

gll74592 

540 

2.0e-55 

103 

99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir 860233 alpha-tubulxn 

- garden pea >gi_525332 (U12589) alpha-txibulin [Pisum 
sativum] 

232712 

LIB3197-060-Q1-M1-H8 

BLASTX 

gll72556 

390 

8 .Oe-38 

91 

79 

36 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN. PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 36) >gi_629729_pir S46925 porin II, 36K - potato 

- >gi 107J681_pir B55364 porin (clone pPOM 36.2) - potato 

mitochondrion >gi_515360_emb_CAA56600_ (X80387) 36kDA porin 
II [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232713 

LIB3272-001-P1-K1-A10 

BLASTX 

g421923 

386 

2.0e-37 

94 

70 

pathogenesis-related protein P23 - tomato (fragment) 

>gi_542031_pir PQ0742 pathogenesis-related protein P23 

precursor - tomato (fragment) >gi_19315_emb_CAA50059_ 
(X70787) pathogenesis-related protein PR P23 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232714 

LIB3272-001-P1-K1-A11 

BLASTX 

g4218122 

332 

5.0e-31 

120 

57 

(AL035353) putative protein [Arabidopsis thaliana] 
232715 

LIB3272-001-P1-K1-A4 

BLASTX 

g3287824 

524 
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E value 
Match length 
% identity 
NCBI Description 



l,0e-53 

100' 

99 

(+)-DELTA-CADINENE SYNTHASE ISOZYME XCl (D-CADINENE 

SYNTHASE) >gi_2147015_pir S68365 (+) -delta-cadinene 

synthase isozyme XCl - Gossypium arboreum >gi_104 5312 
(U23206) (+) -delta-cadinene synthase isozyme XCl [Gossypium 
arboreum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



232716 

LIB3272-001-P1-K1-A6 

BLASTX 

g2194122 

195 

6.0e-15 

133 

41 

(AC002062) No definition line found [Arabidopsis thaliana] 
232717 

LIB3272-001-P1-K1-A7 

BLASTX 

g3080435 

244 

l.Oe-20 

101 

51 

(AL022605) putative. protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232718 

LIB3272-001-P1-K1-A9 

BLASTX 

g3885884 

581 

3.0e-60 

114 

93 

(AFQ93630) 60S ribosomal. protein L21 [Oryza sativa] 



Seq. No. ^ 232719 

Seq. ID LIB3272-001-P1-K1-B1 

Method BLASTX 

NCBI GI g3420055 

BLAST score 407 

E value 8.0e-40 

Match length 100 

% identity 78 

NCBI Description (AC004680) cyclophilin [Arabidopsis thaliana] 

Seq. No. 232720 

Seq. ID LIB3272-001-P1-K1-B10 

Method BLASTX 

NCBI GI g3738331 

BLAST score 251 

E value 2.0e-21 

Match length 55 

% identity 7 6 



33542 



NCBI Description 



{AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232721 

LIB3272-001-P1-K1-B3 

BLASTX 

g3522952 

424 

8.0e-42 

125 

66 

(AC004 411) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232722 

LIB3272-001-P1-K1-B4 

BLASTX 

g529353 

295 

l.Oe-26 

101 

54 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
232723 

LIB3272-001-P1-K1-B8 

BLASTX 

g2662343 

566 * 

2.0e-58 

112 

96 

{D63581) EF-1 alpha [Oryza sativa] 
232724 

LIB3272-001-P1-K1-B9 

BLASTX 

g3395430 

144 

5.0e-09 

115 

34 

(AC004683) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■ NCBI Description 



232725 
LIB327 
BLASTX 
g83287 
553 

6.0e-5 

120 

90 

(L4134 
lycope 
radica 



2-001-Pl-Kl-Cl 
6 
7 



5) ascorbate free radical reductase [Solanum 

rsicum] >gi_1097368_prf 2113407A ascorbate free 

1 reductase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 



232726 

LIB3272-001-P1-K1-C10 



33543 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
^NCBI Description 



BLASTX 

g3738332 

322 

6.0e-30 

125 

55 

(AC005170) putative eukaryotic initiation factor 
[Arabidopsis thaliana] 

232727 

LIB3272-001-P1-K1-C12 

BLASTX 

g3559811 

391 

6.0e-38 

109 

67 

(AJ010735) grl-protein [Arabidopsis thaliana] 
232728 

LIB3272-001-P1-K1-C4 

BLASTX 

g2661021 

603 

7.0e--63 

115 

97 

■ (AF035255) catalase • [Glycine max] 
232729 

LIB3272-001-P1-K1-C5 

BLASTX 

gll70747 

338 

9.0e-32 

79 

84 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutxam] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232730 

LIB3272-001-P1-K1-C6 

BLASTX 

g3913194 

310 

2.0e-28 

93 

56 

CINNAMYL-ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 



3 (CAD) >gi_548323 (L36456) 
[Stylosanthes humilis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



232731 

LIB3272-001-P1-K1-C7 

BLASTX 

g2245087 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219 

9.0e-18 

131 

42 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
232732 

LIB3272-001-P1-K1-C8 

BLASTX 

g2984709 

442 

6.0e-44 

91 

90 

(AF053468) DnaJ-related protein ZMDJl [Zea mays] 
232733 

LIB3272-001-P1-K1-D1 

BLASTX 

g4539386 

311 

l.Oe-28 

134 

25 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
232734 

LIB3272-001-P1-K1-D11 

BLASTX 

g3869088 

570 

6.0e-59 

109 

100 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
232735 

LIB3272-001-P1-K1-D3 

BLASTX 

g3420051 

611 

l.Oe-63 

110 

96 

(AC004 680) unknown protein [Arabidopsis thaliana] 
232736 

LIB3272-001-P1-K1-D4 

BLASTX 

gll72955 

210 

l.Oe-16 

66 

59 

50S RIBOSOMAL PROTEIN L13 >gi_1075232_pir G64123 ribosomal 

protein L13 (rpL13) homolog - Haemophilus influenzae 
(strain Rd KW20) >gi_1574283 (U32823) ribosomal protein L13 



33545 



(rpL13) [Haemophilus influenzae Rd] 



Seq. No. 


232-737 


Seq. ID 


LIB3272-001-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


478 


E value 


4 .Oe-48 


Match length 


126 


% identity 


76 


NCBI Description 


{AF035385) unknown [1 


Sea. No. 


232738 


Seq. ID 


LIB3272-001-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4567307 


BLAST score 


207 


F. Vri 1 n 


2 .Oe-16 


Match length 


102 


3; -1 Hpnt i t V 


45 


NPRT Hp scr "i nt ion 


(AC005956) putative ; 




thaliana] 


Seq. ' No. 


232739 


Seq. ID 


LIB3272-001-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl31772 


BLAST score 


288 


E value 


7.0e-26 


Match length 


74 


% identity 


81 



putative zinc finger protein [Arabidopsis 



NCBI Description 



40S RIBOSOMAL PROTEIN S14 (CLONE MCHl) 

>gi_82723_pir ^A30097 ribosomal protein S14 (clone MCHl) 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ' value 

Match length 

% identity 

NCBI Description 



232740 

LIB3272-001-P1-K1-D9 

BLASTX 

g3915873 

714 

8.0e-76 

136 

96 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLT RAN SEE RASE) 
(NODULIN-100) >gi_2606081 (AF030231) sucrose synthase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232741 

LIB3272-001-P1-K1-E1 

BLASTX 

g3063396 

525 

l.Oe-53 

118 

84 

(AB012947) vcCyP [Vicia faba] 



33546 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232742 

LIB3272-001-P1-K1-E10^^ 

BLASTX 

g602076 

645 

9.0e-68 

130 

23 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
232743 

LIB3272-001-P1-K1-E11 

BLASTX 

g549063 

396 

2.0e-38 

103 

76 

T RAN SLAT I ON ALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232744 

LIB3272-001-P1-K1-E3 

BLASTX 

g4220534 

481 

2.0e-48 

135 

70 

(AL035356) putative protein [Arabidopsis thaliana] 
232745 

LIB3272-001-P1-K1-E4 

BLASTX 

g3834310 

526 

9.0e-54 . 

100 

100 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

232746 

LIB3272-001-P1-K1-E5 

BLASTX 

gl657948 

414 

l.Oe-40 

109 

75 

{U73466) MipC [Mesembryanthemum crystallinum] 



Seq. No. 



232747 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E Value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-001-P1-K1-E6 

BLASTX 

g4510346 

168 

8.0e-12 

38 

87 

{AC006921) hypothetical protein [Arabidopsis thaliana] 
232748 

LIB3272-001-P1-K1-E7 

BLASTX 

g3868758 

445 

3.0e-44 

108 

75 

(D89802) elongation factor IB gamma [Oryza sativa] 
232749 

LIB3272-001-P1-K1-E9 

BLASTX 

gll74592 

713 

l.Oe-75 

135 

98 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

232750 

LIB3272-001-P1-K1-F1 

BLASTX 

g4337046 

308 

3.0e-28 
118 
57 . 

(AF124162) molybdopterin synthase sulphurylase [Nicotiana 
plumbaginif olia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232751 

LIB3272-001-P1-K1-F11 

BLASTX 

g3420239 

333 

3.0e-31 

63 

100 

(AF059484) actin [Gossypium hirsutum] 
232752 

LIB3272-001-P1-K1-F12 

BLASTX 

g4455323 

356 



33548 



E value 
Match length 
% identity 
NCBI Description 



7.0e-34 

94 

71 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232753 

LIB3272-001-P1-K1-F2 

BLASTX 

gl694976 

403 

2.0e-39 

112 

68 

(Y09482) HMGl [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232754 

LIB3272-001-P1-K1-F3 

BLASTX 

g4204303 

462 

3.0e-46 

95 

87 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

232755 

LIB3272-001-P1-K1-F6 

BLASTX 

gl945611 

282 

3.0e-25 

127 

4-5 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 . l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 

232756 

LIB3272-001-P1-K1-F8 

BLASTX 

gl67367 

640 

4.0e-67 

120 

98 

(L08199) peroxidase [Gossypium hirsutum] 
232757 

LIB3272-001-P1-K1-F9 ' 

BLASTX 

gl524121 

508 

l.Oe-51 



33549 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID'^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
79 

(X96539) maiate dehydrogenase [Mesembryanthemum 
crystaliiniom] 

232758 

LIB3272-001-P1-K1-G1 

BLASTX 

g4098521 

481 

2.0e-48 

103 

90 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 

232759 

LIB3272-001-P1-K1-G10 

BLASTX 

g3080428 

321 

9.0e-30 

98 

56 

{AL022604) putative protein [Arabidopsis thaliana] 
232760 

LIB3272-001-P1-K1-G12 

BLASTX 

g3668089 

■255 

5.0e-22 

84 

54 

(AC004 667) unknown protein [Arabidopsis thaliana] 
232761 

LIB3272-001-P1-K1-G4 

BLASTX 

g322598 

266 

3.0e-23 

124 

44 

Stl2p protein - Arabidopsis thaliana 
232762 

LIB3272-001-P1-K1-G5 

BLASTX 

g3643602 

318 

2.0e-29 

114 

59 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



33550 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232763 

LIB3272-001-P1-K1-G6 

BLASTX 

g267082 

632 

3.0e-66 

118 

98 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 {M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232764 

LIB3272-001-P1-K1-G7 

BLASTX 

g3878594 

109 

3.0e-10 

106 

34 

(Z81102) Similarity to Mouse CMP-sialic acid transporter 
(TR:Q61420) [Caenorhabditis elegans] 

>gi_3.981872_einb_CAB05329_ (.Z82288) Similarity to Mouse 
CMP-sialic acid transporter (TR:Q61420) [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232765 

LIB3272-001-P1-K1-G8 

BLASTX 

g2493131 

503 

4 .Oe-51 

106 

95 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 (L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232766 

LIB3272-001-P1-K1-G9 

BLASTX 

g3901014 

235 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232767 

LIB3272-001-P1-K1-H10 

BLASTX 

g4521249 

442 

6.0e-44 
111 



33551 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 

(AB013912) DNA helicase [Mus musculus] 
232768 

LIB3272-001-P1-K1-H12 

BLASTX 

g629597 

214 

3.0e-31 

93 

78 

proline-rich protein -^rape >gi_54 5029_bbs_142669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods. 
Peptide, 147 aa] [Brassica napus] 

232769 

LIB3272-001-P1-K1-H4 

BLASTX 

gl67367 

368 

3.0e-35 

101 

71 

(L08199) peroxidase [Gossypium hirsutum] 
232770 

LIB3272-001-Pr-Kl-H5 

BLASTX 

g3135997 

191 

2.0e-14 

120 

33 

(AL023589) hypothetical protein [Schizosaccharomyces pombe] 
232771 

LIB3272-001-P1-K1-H9 

BLASTX 

g4335758 

284 

2.0e-25 

99 

63 

(AC006284) unknown protein [Arabidopsis thaliana] 
232772 

LIB3272-002-P1-K1-A1 

BLASTX 

g3738325 

292 

2.0e-26 

86 

71 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 



232773 



33552 



Seq. ID 


LIB3272-002-P1-K1-A12 


Method 


BLASTX 






BLAST score 


353 


E value 


2.0e-33 


Match length 


128 


% identity 


54 


NCBI Description 


(AJ223151) 0-methyltransferase [Prunus dulcis] 


Seq. No. 


232774 


Seq. ID 


LIB3272-002-P1-K1-A3 


Method 


BLASTX 




y'l o J ;? JO fi 


BLAST score 


261 


E value 


l.Oe-22 


Match length 


86 


% identity 


60 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


232775 


Seq. ID 


LIB3272-002-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4455206 


BLAST score 




E value 


6.0e-39 ■ - 


Match length 


126 


% identity 


71 


NCBI Description 


(AL035440) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 


Seq. No. 


232776 


Seq. ID 


LIB3272-002-P1-K1-A5 


Method 


BLASTX 




g^ u D^u^y 


BLAST score 


479 


E value 


3.0e-48 


Match length 


120 


% identity^ 


72 


NCBI Description 


(Y10820) glutathione transferase [Glycine max] 


Seq. No. 


232777 


Seq. ID 


LIB3272-002-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2459417 


dlao i score 


R n '5 

0 U J 


E value 


4.0e-51 ^ . 


Match length 


109 


% identity 


85 


NCBI Description 


(AC002332) putative pre-mRNA splicing factor PRP19 




[Arabidopsis thaliana] 


Seq. No. 


232778 


Seq. ID 


LIB3272-002-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl694976 


BLAST score 


409 


E value 


5.0e-40 



33553 



Match length 
% identity . 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



115 
66 

{Y09482) HMGl [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74402_ (Y14073) HMG protein [Arabidops 
thaliana] 

232779 

LIB3272-002-P1-K1-B10 

BLASTX 

g4467145 

297 

6.0e-27 

70 

80 

(AL035540) farnesylated protein (ATFP6) [Arabidopsis 
thaliana] 

232780 

LIB3272-002-P1-K1-B11 

BLASTX 

g3924597 

207 

2.0e-16 

113 

37 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
232781 

LIB3272-002-P1-K1-B12 

BLASTX 

gl944319 

317 

2.0e-29 

121 

54 

(D31700) cysteine proteinase inhibitor [Glycine max] 
>gi_1944342_dbj_BAA19610_ (D64115) cysteine proteinase . 
inhibitor [Glycine max] 

232782 

LIB3272-002-P1-K1-B2 

BLASTX 

g4262149 

405 

l.Oe-39 

89 

83 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

232783 

LIB3272-002-P1-K1-B4 

BLASTX 

g2980793 

547 

3.0e-56 
135 



33554 



% identity 


73 


NGBI Descriotion 


(AL022197) putative prot< 


Seq. No. 


232784 


Seq. ID 


LIB3272-002-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


432 


E value 


9.0e-43 


MaiT'h Ipncith 


103 


% identitv 


83 


NPRT * Dpscriotion 

V./ ^ la/ C h3 \.>> ^ hi' I- -1- V & 1 


(AC005896) 40S ribosomal 


Seq. No. 


232785 


Seq. ID 


LIB3272-002-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


gll73256 


BLAST score 


633 


E value 


3.0e-66 


Match length 


123 


% identity 


98 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[i_629496_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4887 39_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

232786 

LIB3272-002-P1-K1-C10 

BLASTX 

g2160166 

466 

9.0e-47 

135 

62 

(AC000132) No definition line found [Arabidopsis thaliana] 
232787 

LIB3272-002-P1-K1-C12 

BLASTX 

g2351380 

235 

l.Oe-19 

96 

54 

(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi_4503515_ref_NP_003747 . l_pEIF3S3__ UNKNOWN 

232788 

LIB3272-002-P1-K1-C5 

BLASTX 

gl326338 

178 

4.0e-13 

85 

46 

(U58746) R05G6.4 gene product [Caenorhabditis elegans] 



33555 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232789 

LIB3272-002-P1-K1-C8 

BLASTX 

g4538905 

585 

l.Oe-60 

132 

83 

(AL049482) putative protein [Arabidopsis thaliana] 
232790 

LIB3272-002-P1-K1-C9 

BLASTX 

g2827558 

159 

l.Oe-10 

53 

53 

(AL021635) putative DNA binding protein [Arabidopsis 
thaliana] 

232791 

LIB3272-002-P1-K1-D1 

BLASTX 

g2213590' 

186 

6.0e-14 

78 

41 

(AC000348) T7N9.10 [Arabidopsis thaliana] 



232792 

LIB3272-002-P1-K1-D10 

BLASTX 

g4455208 

555 

3.0e-57 

134 

81 

(AL035440) putative protein 



[Arabidopsis thaliana] 



232793 

LIB3272-002-P1-K1-D11 

BLASTX 

g4204303 

596 

5.0e-62 

129 

82 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

232794 

LIB3272-002-P1-K1-D12 

BLASTX 

g3023815 

516 



33556 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-52 

129 

75 

GLUCOSE-6-PHOSPHATE 1 -DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_1362053_pir S57785 glucose-6-phosphate 

1-dehydrogenase (EC 1.1.1.49) - alfalfa >gi_603219 (U18238) 
glucose-6-phosphate dehydrogenase [Medicago sativa subsp. 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST s^core 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



232795 

LIB3272-002-P1-K1-D4 

BLASTX 

g3036840 

318 

2.0e-29 

128 

48 

(AJ222967) cystinosin [Homo sapiens] 
>gi_3036851_emb_CAA75882_ (Y15924) cystinosin [Homo 
sapiens] 

232796 

LIB3272-002-P1-K1-D8 

BLASTX 

g2738949 

586 

8.0e-61 

118 

92 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 

232797 

LIB3272-002-P1-K1-D9 

BLASTX 

g2739004 

352 

2.0e-33 

138 

52 

(AF022461) CYP82Clp [Glycine max] 
232798 

LIB3272-002-P1-K1-E10 

BLASTX 

g2062155 

523 

2.0e-53 

135 

75 

(AC001645) mitochondrial processing peptidase alpha subunit 
precusor isolog [Arabidopsis thaliana] 

232799 

LIB3272-002-P1-K1-E12 

BLASTX 

g832876 



33557 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



549 

2.0e-56 

119 

90 

(L41345). ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentuiti] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232800 

LIB3272-002-P1-K1-E2 

BLASTX • 

g2149955 

565 

2.0e-58 

119 

91 

(U97023) putative aquaporin-1 



[Phaseolus vulgaris] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232801 

LIB3272-002-P1-K1-E3 

BLASTX 

g2435604 

117 

5.0e-09 

65 

48 

(AF026213) strong similarity to Saccharomyces cerevisiae 
endosomal P24A protein (SP:P32802) [Caenorhabditis elegans] 



Seq. No. 


232802 


Seq. ID 


LIB3272-002-P1-K1-] 


Method 


BLASTX 


NCBI GI 


g4468046 


BLAST score 


303 


E value 


l.Oe-27 


Match length 


113 


% identity 


61 


NCBI Description 


(X69192) catechol i 


Seq. No. 


'232803 


Seq. ID 


LIB3272-002-P1-K1-; 


Method 


BLASTX 


NCBI GI 


g480450 


BLAST score 


418 


E value 


4.0e-41 


Match length 


114 


% identity 


75 


NCBI Description 


ketol-acid reducto 



merase (EC ^1 . 1 . 1 . 86) - Arabidopsis 
thaliana >gi_402552_emb_CAA4 9506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232804 

LIB3272-002-P1-K1-E6 

BLASTX 

g2344897 

217 

l.Oe-17 



33558 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

59 , 
(AC002388) unknown protein [Arabidopsis thaliana] 

232805 

LIB3272-002-P1-K1-E8 

BLASTX 

g3643609 

399 

7.0e-39 

132 

62 

{AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

232806 

LIB3272-002-P1-K1-E9 

BLASTX 

g543867 

436 

3.0e-43 

115 

81 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir ^A47493 H+-transporting ATP, synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 



Seq. No. 


232807 


Seq. ID 


LIB3272-002-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4539435 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


49 


% identity 


65 


NCBI Description 


(AL049523) putative protein 


Seq. No. 


232808 


Seq. ID 


LIB3272-002-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g549063 


BLAST score 


351 


E value 


3.0e-33 


Match length 


108 


% identity 


65 


NCBI Description 


TRANSLATIONALLY CONTROLLED ' 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835__dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

232809 

LIB3272-002-P1-K1-F12 

BLASTX 

gl706547 

454 



33559 



E value 
Match length 
% identity 
•NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-45 
^136 
65 

GLUCAN END0-1,3-BETA-GLUC0SIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

( (l->3) -BETA-GLUCANASE) (BETA-1 , 3-ENDOGLUCANASE) 

>gi_2129912_pir S'65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 

232810 

LIB3272-002-P1-K1-F2 

BLASTX 

g3913633 

363 

l.Oe-34 
113 
66 

HYPOTHETICAL PROTEIN F8A5.25 >gi_24 62742 
protein [Arabidopsis thaliana] 



(AC002292) Unknown 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 



232811 

LIB3272-002-P1-K1-F3 

BLASTX 

g2501647 

47 6 

6.0e-48 

127 

75 

UROPORPHYRINOGEN DECARBOXYLASE PRECURSOR (UPD) 

>gi_1362120_pir S55732 uroporphyrinogen decarboxylase - 

common tobacco >gi_1009429_emb_CAA58040_ (X82833) 
uroporphyrinogen decarboxylase [Nicotiana tabacum] 

232812 

LIB3272-002-P1-K1-F4 

BLASTX 

g2244806 

257 

3.0e-22 

92 

55 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
232813 

LIB3272-002-P1-K1-F5 

BLASTX 

g549063 

506 

2.0e-51 

117 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog- rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



33560 



Seq.^No. 232814 

Seq. ID LIB3272-002-P1-K1-F7 

Method BLASTX 

NCBI GI g3158376 

BLAST score 473 

E value l.Oe-47 

Match length 125 

% identity 76 

NCBI Description {AF035385) unknown [Arabidopsis thaliana] 

Seq. No. 232815 

Seq. ID LIB3272-002-P1-K1-F8 

Method BLASTX 

NCBI GI gl917019 

BLAST score 549 

E value 2.0e-56 

Match length 114 

% identity 90 

NCBI Description (U92045) ribosomal protein S6 RPS6-1 [Zea mays] 

Seq. No. 232816 

Seq, ID LIB3272-002-P1-K1-F9 

Method BLASTX 

NCBI GI g2911362 

BLAST score 245 

E value l.Oe-22 

Match length 118 

% identity 58 

NCBI Description (AF041045) NADPH HC toxin reductase [Zea mays] 

Seq. No. 232817 

Seq. ID LIB3272-002-P1-K1-G1 

Method BLASTX 

NCBI GI g3694872 

BLAST score 4 61 

E value 4 . Oe-46 

Match length 112 

% identity 78 

NCBI Description (AF092547). profilin [Ricinus communis] 

Seq. No. 232818 

Seq. ID LIB3272-002-P1-K1-G10 

Method BLASTX 

NCBI GI g3668089 

BLAST score 217 

E value l.Oe-17 

Match length 80 

% identity 47 

NCBI Description (AC004667) unknown protein [Arabidopsis thaliana] 

Seq. No. 232819 

Seq. ID LIB3272-002-P1-K1-G11 

Method BLASTX 

NCBI GI . g2662343 

BLAST score 601 

E value l.Oe-62 

Match length 117 



33561 



% identity 98 

NCBI Description (.D63581) EF-1 alpha (Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232820 

LIB3272-002-P1-K1-G12 

BLASTX 

g7'29470 

497 

2.0e-50 

122 

80 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089_pir JQ2272 formate dehydrogenase (EC 1.2,1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA7 9702_ 

(Z21493) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232821 . 

LIB3272-002-P1-K1-G2 

BLASTX 

g218157 

594 

9.0e-62 
134 
^88 

(D13512) cytoplasmic aldolase [Oryza sativa] 
232822 

LIB3272-002-P1-K1-G5 

BLASTX 

g886100 

454 

2.0e-45 

97 

88 

(U27 347) putative water * channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product,^ PIR Accession Number S44084 [Glycine max] 

232823 

LIB3272-002-P1-K1-G7 

BLASTX 

g3420004 

243 

l.Oe-20 

118 

43 

(AF000305) steroid sulf ©transferase 1 [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232824 

LIB3272-002-P1-K1-G9 

BLASTX 

gl076510.. 

635 

l.Oe-66 
136 



33562 



% identity 85 

NCBI Description peptidylprolyl isomerase (EC 5.2.1.8) Cyp - ^kidney bean 
>gi_829119_emb_CAA52414_ (X74403) cyclbphilin [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232825 

LIB3272-002-P1-K1-H10 

BLASTX 

g3668089 

182 

2.0e-13 

86 

42 

(AC004 667) unknown protein [Arabidopsis thaliana] 
232826 

LIB3272-002-P1-K1-H11 

BLASTX 

gl20669 

484 

6.0e-49 

120 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42 905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

232827 

LIB3272-002-P1-K1-H12 

BLASTX 

g4454097 

273 

4.0e-24 

66 

82 

(X85206) hybrid proldne-rich protein [Catharanthus roseus] 
232828 

LIB3272-002-P1-K1-H2 

BLASTX 

gll69782 

255 

5.0e-22 

101 

57 

FUSCA PROTEIN FUS6 >gi_432446 (L26498) FUS6 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232829 

LIB3272-002-P1-K1-H3 

BLASTX 

gll70747 

296 

8.0e-27 
72 



33563 



% identity 

NCBI Description 



82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345, 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutumj >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



O n M r\ 
OeC} • INO ■ 


232830 




LIB3272-002- 


Me L.noa 






a2160166 




469 




4 . Oe-47 


Maucn xengun 


J. ^ o 


% identity 


66 


NCBI Description 


(AC000132) 1 


oeg . NO . 




Seq. ID 




Me moa 


RT.A^TX 






DiiAo i score 


*i J X 


^ V dJ. LLC 


l.Oe-42 


Match length 


134 


% identity 


64 


NCBI Description 


(AC005395) ] 




[Arabidopsi 


Seq. No. 


232832 


Seq. ID 


LIB3272-002 


Method 


BLASTX 


NCBI GI 


g3834312 


BLAST score 


529 


E value 


4 .Oe-54 


Match length 


129 



-H4 



% identity 

NCBI Description 



72 

(AC005679) Strong similarity to glycoprotein EPl gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553, gb_Z34248, 
gb_AA728536, gb_Z30816 an 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232833 

LIB3272-002-P1-K1-H8 

BLASTX 

g3915095 

510 

7.de-52 

118 

85 

TRANS-CINNAMATE 4-MONOOXYGENASE (CINNAMIC ACID 
4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1526537_dbj_BAA13414_ (D87520) cytochrome P450 
(GYP73A14) [Glycyrrhiza echinata] 



Seq. No. 
Seq. ID 
Method 



232834 

LIB3272-003-P1-K1-A1 
BLASTX 



33564 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220481 

8.0e-15 

53 

70 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 


232835 


Seq. ID 


LIB3272-003-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2842486 


BLAST score 


249 


E value 


l.Oe-23 


Match length 


104 


% identity 


62 


NCBI Description. 


(AL021749) putative prote: 


Seq, No. 


232836 


Seq. ID 


LIB3272-003-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


656 


E value 


5.0e-69 


Match length 


133 


% identity 


95 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 : 




40S ribosomal protein S2 


Seq. No. 


232837 


Seq. ID 


LIB3272-003-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2924521 


BLAST score 


192 


E value 


l.Oe-14 


Match length 


109 


% identity 


43 


NCBI Description 


(AL022023) putative prote 


Seq. No. 


232838 


Seq. ID 


LIB3272-003-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3694872 


BLAST score 


496 


E value 


3.0e-50 


Match length 


118 


% identity 


79 


NCBI Description 


(AF092547) profilin [Rici: 


Seq. No. 


232839 


Seq. ID 


LIB3272-003-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g464707 


BLAST score 


574 


E value 


2.0e-59 


Match length 


117 


% identity 


96 


NCBI Description 


40S RIBOSOMAL PROTEIN S18 



,33565 



protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) -ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 3434 3_emb_CAA8 227 3_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_4 34345_einb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
SIS ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ {Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gT_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


232840 


Seq. ID 


LIB3272-003-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


223 


E value 


3.0e-18 


Match length 


76 


% identity 


59 


NCBI Description 


(L22305) core [Medicai 


Seq. No. 


232841 


Seq. ID 


LIB3272-003-Pr-Kl-B12 


Method 


BLASTX 


NCBI GI 


g3176684 


BLAST score 


380 


E value 


l.Oe-36 


Match length 


131 


% identity 


57 


NCBI Description 


{AC003671) Contains s 



transporter 1 gb_U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA71257 8 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232842 

LIB3272-003-P1-K1-B2 

BLASTX 

g2760084 

217 

2.0e-23 

92 

20 

(Y16045) leucine-rich repeat protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



232843 

LIB3272-003-P1-K1-B4 

BLASTX 

g3927825 

513 

3.0e-52 

100 

95 

(AC005727) putative dTDP-glucose 4-6-dehydratase 



33566 



[Arabidopsis thaliana] 



Seq. No. 232844 . 

Seq. ID LIB3272-003-P1-K1-B6 

Method BLASTX 

NCBI GI g2407790 

BLAST score 417 

E value 5.0e-41 

Match length 135 

% identity 16 

NCBI Description (AF019910) grrl [Glycine max] 

Seq. No. 232845 

Seq. ID ' LIB3272-003-P1-K1-B7 

Method BLASTX 

NCBI GI g2914698 

BLAST score 196 

E value 4.0e-15 

Match length 101 

% identity 4 6 

NCBI Description (AC003974) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 232846 

Seq. ID LIB3272-003-P1-K1-B8 

Method BLASTX 

NCBI GI gll66450 

BLAST score 299 

E- value - • 4 .0e-27 

Match length 67 

% identity 79 

NCBI Description (X95262) Tfm5 [Lycopersicon esculentum] 

Seq. No. 232847 

Seq. ID LIB3272-003-P1-K1-C2 

Method BLASTX 

NCBI GI g3860247 

BLAST score 550 

E value l.Oe-56 

Match length 114 

% identity 88 

NCBI Description {AC005824) unknown protein [Arabidopsis thaliana] 

Seq. No. 232848 

Seq. ID LIB3272-003-P1-K1-C3 

Method BLASTX 

NCBI GI g4220481 

BLAST score 154 

E value 3.0e-10 

Match length 43 

% identity 65 

NCBI Description (AC006069) unknown protein [Arabidopsis thaliana] 

Seq. No. 232849 

Seq. ID LIB3272-e03-Pl-Kl-C4 

Method BLASTX 

NCBI GI gl703108 

BLAST score 508 



33567 



E value _ l". Oe-51 

Match length 93 

% identity 100 . ^ ...^ . 

NCBI Description ACTIN 2/7 >gi_2129525_pir_S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232850 

LIB3272-003-P1-K1-C5 

BLASTX 

g4263517 

407 

8.0e-40 

128 

64 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232851 

LIB3272-003-P1-K1-C6 
BLASTX ^ 
g729668 
329 

l.Oe-30 

76 

86 

HISTONE HI >gi_2147479_pir S65059 histone HI, 

drought-inducible - Lycopersicon pennellii >gi_4 36823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232852 

LIB3272-003-P1-K1-C9 

BLASTX 

gll29145 

591 

2.0e-61 
129 

87 . ^. 1 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 

232853 

LIB3272-003-P1-K1-D1 

BLASTX 

gl928981 

549 

2.0e-56 
114 

95 - 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq. ID 



232854 

LIB3272-003-P1-K1-D10 



33568 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI ,GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



-BLASTX 
g4049341 
440 - 
2.0e-61 * 
137 
85 

(AL034567) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



putative protein [Arabidopsis thaliana] 



232855 

LIB3272-003-P1-K1-D2 

BLASTX 

gll66450 

300 

3.0e-27 

66 

80 

(X95262) Tfm5 [Lycopersicon esculentum] 
232856 

LIB3272-003-P1-K1-D3 

BLASTX 

gl351408 

572 

4.0e-59 
136 

78 ' 

VACUOLAR PROCESSING ENZYME- PRECURSOR (VPE) 

>gi_1076563_pir S51117 cystein proteinase - sweet orange 

>gi_633185_errib_CAA87720_ (Z47793) cystein proteinase (by 

similarity) [Citrus sinensis] >gi_1588548_prf 2208463A 

vascular processing protease [Citrus sinensis] 

232857 

LIB3272-003-P1-K1-D7 

BLASTX 

g2792297 

261 

l.Oe-22 

77 

58 

{AF039183) GAST-like gene product [Fragaria x ananassa] 
232858 

LIB3272-003-P1-K1-D8 

BLASTX 

gl362055 

246 

5.0e-21 

59 

78 

phosphogluconate dehydrogenase (decarboxylating) (EC 
1.1.1.44) - alfalfa >gi_603221 (U18239) 6-phosphogluconate 
dehydrogenase [Medicago sativa subsp. sativa] 

232859 

LIB3272-003-P1-K1-E1 
BLASTX 



33569 



NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g585241 ^ 
237 

7.0e-20 

61 

77 

HISTONE HI >gi_629668_pir S45662 histone HI - tomato 

>gi_424100 {U03391) histone HI [Lycopersicon esculentum] 

232860 

LIB3272-003-P1-K1-E12 

BLASTX 

gll73256 

626 

2.0e-65 

123 

98 

4 OS RIBOSOMAL PROTEIN S4 >gi_629496_pir S4502 6 ribosomal 

protein S4 - upland cotton >gi_488739_emb_CAA55882_ 

(X79300) ribosomal protein, small subunit 4e {RS4e) 

[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. "id 
Method - 
NCBI GI; 
BLAST score 
E value 



232861 

LIB3272-003-P1-K1-E2 

BLASTX 

g2160166 

332 

5,0e-31 
131 
57 

(AC000132) No 



definition line found [Arabidopsis thaliana] 



232862 

LIB3272-003-P1-K1-E3 

BLASTX 

g3006145 

379 

l.Oe-36 
131 

35 ^ , 

(AL022299) ABC transporter [Schizosaccharomyces pombej 

232863 

LIB3272-003-P1-K1-E7 

BLASTX 

g3861068 

176 

l.Oe-12 

60 

50 

(AJ235272) unknown [Rickettsia prowazekii] 
232864 

LIB3272-003-P1-K1-E9 
^BLASTX 
g456568 
737 

2.0e-78 



33570 



Match length 137 

% identity 98 . . , 

NCBI Description {L29077) ubiquitin conjugating enzyme [Pisum sativum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232865 

LIB3272-003-P1-K1-F1 

BLASTX 

g2507421 

486 

4.0e-49 

101 

92 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
{U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 907 09_emb_CAB 38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232866 

LIB3272-003-P1-K1-F10 

BLASTX 

gl703129 

635 

l.Oe-66 

120 

100 

ACTIN 11 >gi_2129522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 {U27981) actin-11 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232867 

LIB3272-003-P1-K1-F11 

BLASTX 

g2493146 

400 

5.0e-39 

114 

51 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4519415_dbj_BAA75542 . 1_ {AB024275) 

vacuolar H+-ATPase c subunit [Citrus unshiu] 



Seq. No. 232868 

Seq. ID LIB3272-003-P1-K1-F12 

Method BLASTX 

NCBI GI g3851636 

BLAST score 573 

E value 3.0e-59 

Match length 138 

% identity 80 . . - i ^ . A^ooona 

NCBI Description (AF098519) unknown [Avicennia marina] >gi_412820b 

(AF056316) 40S ribosome protein S7 [Avicennia marina] 

Seq. No. 232869 , 

Seq. id' LIB3272-003-P1-K1-F2 

Method BLASTX 

NCBI GI g3694872 



33571 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



500 

l.Oe-50 

119 

79 

(AF092547) profilin [Ricinus communis] 
232870 

LIB3272-003-P1-K1-F3 

BLASTX 

gl709498 

383 

l.Oe-44 

123 

71 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor ■ 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



■ Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



232871 

LIB3272-003-P1-K1-F4 

BLASTX : 

g3600030 

299 

4.0e-27 

106 

54 

(AF080119) contains similarity to ankyrin repeats (Pfam: 
ank.hmm, score: 13.93, 14.93 and 27.78) [Arabidopsis 
thaliana] 

232872 

LIB3272-003-P1-K1-F6 

BLASTX 

gll2925 

169 

7.Qe-12 

108 

40 

41-2 PROTEIN ANTIGEN PRECURSOR >gi_320938_pir ^A45503 41-2 

protein antigen precursor - Plasmodium falciparum 
>gi_160039 (J04656) 41-2 protein antigen [Plasmodium 
falciparum] 

232873 

LIB3272-003-P1-K1-F7 

BLASTX • . - 

g2760084 

223 

2.0e-24 

92 

21 

{Y16045) leucine-rich repeat protein [Arabidopsis thaliana] 
232874 

LIB3272-003-P1-K1-F8 
BLASTX 



33572 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3894159 
271 

7.0e-32 

125 

55 

{AC005312) hypothetical protein [Arabidopsis thaliana] 
232875 

LIB3272-003-P1-K1-G2 

BLASTX 

gl29837 

156 

2.0e-10 

97 

41 

LIGNIN FORMING ANIONIC PEROXIDASE PRECURSOR 

>gi_100356_pir ^A39889 peroxidase (EC 1.11.1.7) - common 

tobacco >gi_170316 (J02979) lignin- forming peroxidase 
precursor (EC 1.11.1.7) [Nicotiana tabacum] 

>gi_225796_prf 1313381A lignin-forming peroxidase 

[Nicotiana sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232876 

LIB3272-003-P1-K1-G4 

BLASTX 

g3687237 

267 ^ • 

2.0e-23 

135 

47 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

232877 

LIB3272-003-P1-K1-G5 

BLASTX 

g2245131 

169 

7.0e-12 

75 

52 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
232878 

LIB3272-003-P1-K1-G7 

BLASTX 

g729470 

493 

7.0e-50 

121 

79 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 
>Qi_542Q89 pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 
precursor, mitochondrial - potato >gi_2977 98_emb_CAA7 9702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



33573 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232879 

LIB3272-003-P1-K1-H1 

BLASTX 

g3123515 

497 

l,0e-56 

124 

85 

(Y08761) Mago Nashi-like protein [Euphorbia lagascae] 
232880 

LIB3272-003-P1-K1-H11 

BLASTX 

g2499945 

391 

6.0e-38 

122 

61 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir S4 6440 orotate 

phosphoribosyltransf erase (EC 2.4,2.10) / 
orotidine-5* -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232881 

LIB3272-003-P1-K1-H2 

BLASTX 

g3413716 

277 

l.Oe-24 

118 

56 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643589 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232882 

LIB3272-003-P1-K1-H3 

BLASTX 

g2459417 

404 

2.0e-39 

139 

60 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 
E value 
Match length 



232883 

LIB3272-003-P1-K1-H4 

BLASTX 

g3549679 

159 

9.0e-ll 
41 



33574 



%- identity 83 ■ ^ ^ • 

NCBI Description (AL031394) putative protein [Arabidopsis thalianaj 



Seq. No. 

Seq^ ID 

Method : 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232884 

LIB3272-003-P1-K1-H8 

BLASTX 

gll73209 

604 

6.0e-63 

121 

99 

40S RIBOSOMAL PROTEIN S16 >gi_54 1835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232885 

LIB3272-003-P1-K1-H9 

BLASTX 

g4097579 

412 

2.0e-40 

87 ' 
86 

(U64922) NTGPl [Nicotiana tabacum] 
232886 

LIB3272-004^P1-K1-A1 

BLASTX 

g2388575 

285 

2.0e-25 

112 

47 

(AC000098) YUP8H12.18 [Arabidopsis thaliana] 
232887 

LIB3272-004-P1-K1-A11 

BLASTX 

g2341034 

551 

l.Oe-56 

112 

97 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



232888 

LIB3272-004-P1-K1-A3 

BLASTX 

g629483 

377 

3.0e-36 

134 

57 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 
>gi_1584322_prf 2122374C allergen Bet v 



[Betula pendula] 
1-Sc3 [Betula 



33575 



pendula] 



Seq. No. 232889 

Seq. ID LIB3272-004-P1-K1-A4 

Method BLASTX 

NCBI GI g3335366 

BLAST score 4 33 

E value 7.0e-43 

Match length 114 

% identity 71 

NCBI Description {AC003028) unknown protein [Arabidopsis thaliana] 

Seq. No. 232890 

Seq. ID LIB3272-004-P1-K1-A5 

-Method BLASTX 

NCBI GI gll36741 

BLAST score 347 

E value 9.0e-33 

Match length 96 

% identity 67 

NCBI Description {D42052) predicted protein of 548 amino acids [Homo 
sapiens] 

Seq. No. 232891 

Seq. ID ' LIB3272-004-P1-K1-A6 

Method BLASTX 

NCBI GI g3080428 

BLAST score 311 

E value l.Oe-28 

Match length ' 98 

% identity 54 

NCBI Description (AL022604) putative protein [Arabidopsis thaliana] 

Seq. No. 232892 

Seq, ID LIB3272-004-P1-K1-A7 

Method BLASTX 

NCBI GI g3868758 

BLAST score 162 

E value 2.0e-ll 

- Match length 38 

% identity 7 4 

NCBI Description (D89802) elongation factor IB gamma [Oryza sativa] 

Seq. No. 232893 

Seq. ID LIB3272-004-P1-K1-A8 

Method BLASTX 

NCBI GI g2493144 

BLAST score 224 

E value l.Oe-18 

Match length 66 

% identity 73 



NCBI Description VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



33576 



.232894 

LIB3272-004-P1-K1-A9 

BLASTX 

g3377797 

468 

6.0e-47 

127 

72 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 232895 

Seq. ID LIB3272-004-P1-K1-B1 

Method BLASTX 

NCBI GI g4235430 

BLAST score 224 

E value 9.0e-34 

Match length 108 

% identity 75 

NCBI Description (AF098458) latex-abundant protein [Hevea brasiliensis] 

Seq. No. 232896 

Seq. ID LIB3272-004-P1-K1-B11 - 

Method BLASTX 

NCBI GI . gl29881 

BLAST score 688 

E value 9.0e-73 

Match length 141 

% identity 93 



NCBI Description PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 

ALPHA SUBUNIT (PFP) { 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE- DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_482294_pir ^A36094 

pyrophosphate — f ructose-6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate-f ructose 6-phosphate 
1-phosphotransf erase alpha-subunit [Solanuiu tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232897 

LIB3272-004-P1-K1-B12 

BLASTX 

g3158474 

478 

4.0e-48 

116 

83 

(AF067184) aquaporin 1 



[Samanea saman] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



232898 

LIB3272-004-Pl-Kl^B2 

BLASTX 

g3747050 

417 



33577 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



5.0e-41 

103 

78 

(AF093540) Tribosomal protein L26 [Zea mays] 
232899 

LIB3272-004-P1-K1-B3 

BLASTX 

g4220481 

285 

2.0e-25 

77 

71 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 


232900 


Seq. ID 




Method 


T") T 7\ o rp V 

BLASTX 


NCBI GI 


g4Uoo4 Jl 


BLAST score 


O/.0 


E value 


2 . Ue-DD 


Match length 


1 


% identity 


O / 


NCBI Description 




>gi_29824 67_emb_CAA18231_ (AL022223) pyruvate 




protein [Arabidopsis thaliana] 


Seq. No. 


O "5 O Q n 1 


Seq. ID 




Method 


tSJjAO i A 


NCBI GI 


gib / JD / 


BLAST score 


DO t 


E value 


A Ho— 


Match length 


LOO 


% identity 


1 1 
f 1 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


232902 


Seq. ID 


LIB3272-004-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


270 


E value 


9.0e-24 


Match length 


106 


% identity 


54 


NCBI Description 


{AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


232903 


Seq. ID 


LIB3272-004-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3334349 


BLAST score 


533 


E value 


l.Oe-54 


Match length 


115 


% identity 


86 


NCBI Description 


GLYCYL-TRNA SYNTHETASE (GLYCINE—TRNA LIGASE) 



>gi_2 5 6 4 2 1 5_emb_CAA0 5 1 62_ 



(GLYRS) 

(AJ002062) glycyl-tRNA synthetas 



33578 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232904 

LIB3272-004-P1-K1-C1 

BLASTX 

g2791834 

578 

7.0e-60 

115 

96 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
232905 

LIB3272-004-P1-K1-C11 

BLASTX 

g2341034 

535 

8.0e-55 

109 

97 

(AC000104) F19P19,13 [Arabidopsis thaliana] 
232906 

LIB3272-004-P1-K1-C12 
BLASTX " * 
g549063 
361 

2.0e-34 

112 

64 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_db j_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

232907 

LIB3272-004-P1-K1-C3 

BLASTX 

gl07*6316 

260 

l.Oe-22 

69 

59 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232908 

LIB3272-004-P1-K1-C5 

BLASTX 

g4185140 

406 

l.Oe-39 

88 

91 

(AC005724) putative small nuclear ribonucleoprotein E 
(snRNP-E) [Arabidopsis thaliana] 



33579 



Seq. No. 
Seq. ID 
.Method 
NCBi GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



232909 : 
LIB3272-004-P1-K1-C7 ■ 

BLASTX 

gl25606 

479 

3.0e-48 

104 

87 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase {EC 2.7.1.40) - potato 

>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. NoC 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232910 

LIB3272-004-P1-K1-C8 

BLASTX 

gll07526 

500 

l.Oe-50 

124 

76 

(X87931) SIEPIL protein [Beta vulgaris] 

232911 - 

LIB3272-004-P1-K1-C9 

BLASTX 

g441457 

585 

l.Oe-60 

112 

97 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232912 

. LIB3272-004-P1-K1-D10 
BLASTX 
gl718097 
258 

2.0e-22 

74 

64 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) {DVA41) >gi_626048_pir ^A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 {U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 

232913 

LIB3272-004-P1-K1-D11 

BLASTX 

g4115337 • 

533 

l.Oe-54 

108 

18 



33580 



NCBI Description (L81141) ubiquitin [Pisuiti sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■P1-K1-D3 



putative ribosomal protein L8 [Arabidopsis 
>gi_3036817_emb_CAA18507_ (AL022373) ribosomal 



232914 
LIB3272-004 
BLASTX 
g2961372 
640 

4.0e-67 
126 
93 

(AL022141 
thaliana] _ 

protein L2 [Arabidopsis thaliana] 
232915 ^ 

LIB3272-004-P1-K1-D5 

BLASTX 

gl684855 

447 

l.Oe-44 

90 

21 

(U77939) ubiquitin-like protein [Phaseolus vulgaris] 
232916 

LIB3272-004-P1-K1-D7 
BLASTX 
,g3264767 
399 

7.0e-39 

125 

60 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
232917 

LIB3272-004-P1-K1-D9 

BLASTX 

gl'709498 

545 

5.0e-56 

120 

81 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232918 

LIB3272-004-P1-K1-E1 

BLASTX 

gl67367 

467 

8.0e-47 

121 

75 

(L08199) peroxidase [Gossypium hirsutum] 



33581 



Seq. No. 

Seq. ID 

Method 

NCBI GI - ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232919 

LIB3272-004-P1-K1-E11 

BLASTX 

g3687235 

431 

l.Oe-42 

130 

68 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

232920 

LIB3272-004-P1-K1-E12 

BLASTX 

g2129630 

235 

l.Oe-19 

86 

45 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



-Seq. No. 
Seq. ID . 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



232921 

LIB3272-004-P1-K1-E2 

BLASTX 

g549750 

149 

l.Oe-09 

136 

31 

HYPOTHETICAL 29.4 KD PROTEIN IN STE6-L0S1 INTERGENIC REGION 

>gi_539221_pir S38045 hypothetical protein YKL207w - yeast 

(Saccharomyces cerevisiae) >gi_4 86369_emb_CAA82052_ 
(Z28207) ORF YKL207w [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232922 

LIB3272-004-P1-K1-E3 

BLASTX 

g2352492 

631 

4.0e-66 

142 

82 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
-response 1 [Arabidopsis thaliana] 

232923 

LIB3272-004-P1-K1-E6 

BLASTX 

g3947719 

249 

3.0e-21 . 

53 

92 

(AJ012653) ribosomal protein S28 [Prunus persica] 



33582 



>gi_3947721_emb_CAA10102 {AJ012654) ribosomal protein S28 
[Prunus persica] >gi__3947723_einb^CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



232924 

LIB3272-004-P1-K1-F10 

BLASTX 

g3033391 

270 

2.0e-31 

136 

52 

{AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232925 

LIB3272-004-P1-K1-F2 

BLASTX 

g3176708 

171 

2.0e-12 

76 

45 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232926 

LIB3272-004-P1-K1-F3 

BLASTX 

g2662310 

472 

2.0e-47 

132 

70 

(AB009307) bpwl [Hordeum vulgare] 
232927 

LIB3272-004-P1-K1-F4 

BLASTX 

gl20669 

451 

6.0e-45 

108 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



232928 

LIB3272-004-P1-K1-F5 

BLASTX 

g465820 

377 

3.0e-36 
105 



33583 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



64 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III. 

>gi 280536_pir S28301 hypothetical protein C40H1.6 - 

Caenorhabditis elegans >gi_3874819_emb_CAA79557_ {Z19154) 
C40H1.6 [Caenorhabditis elegans] 

232929 

LIB3272-004-P1-K1-F6 

BLASTX 

g2980793 

524 

2.0e-53 

134 

72 

(AL022197) putative protein [Arabidopsis thaliana] 
232930 

LIB3272-004-P1-K1-F7 

BLASTX 

gl843527 

482 

l.Oe-48 

127 - 
43 

{U73747) annexin [Gossypium hirsutum] 
232931 

LIB3272-004-P1-K1-F8 

BLASTX 

gll5473 

500 

l.Oe-50 

130 

69 

CARBONIC ANHYDRASE, CHLOROPLAST PRECURSOR (CARBONATE 
DEHYDRATASE) >gi_170219 (M94135) chloroplast carbonic 
anhydrase [Nicotiana tabacum] >gi_445610_prf_1909357A 
carbonic anhydrase [Nicotiana tabacum] 

232932 

LIB3272-004-P1-K1-G11 

BLASTX 

gl076316 

373 

8.0e-36 
115 . 
58 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 

232933 

LIB3272-004-Pi-Kl-G12 

BLASTX 

g3510540 

507 

2.0e-51 



33584 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 

72 ... . 

(AF038815) expansin [Prunus armeniaca] 

232934 

LIB3272-004-P1-K1-G3 

BLASTX 

g2494625 

214 

3.0e-17 

84 

50 

HYPOTHETICAL PROTEIN KIAA0107 >gi_285951_dbj_BAA034 97_ 
(D14663) KIAA0107 [Homo sapiens] 

232935 

LIB3272-004-P1-K1-G4. 

BLASTX 

gl709498 

488 

2.0e-49 

113 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaTiana >gi_887390_emb_CAA614 11_ (X89008) osmotin 
[Arabidopsis thaliana] 

232936 

LIB3272-004-P1-K1-G6 

BLASTX 

g3080398 

217 

2.0e-17 

112 

41 

(AL022603) putative protein [Arabidopsis thaliana] 



232937 

LIB3272-004-P1-K1-G7 

BLASTX 

g285286 

415 

9.0e-41 

138 

57 

flavonol "4 * -sulfotransferase 



Flaveria chloraefolia 



232938 

LIB3272-004-P1-K1-G8 

BLASTX 

g3334147 

547 

3.0e-56 

129 

81 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 



33585 



chitinase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232939 

LIB3272-004-P1-K1-G9 

BLASTX 

g2827552 

158 

l,0e-10 

58 

57 

(AL021635) predicted protein [Arabidopsis thaliana] 
232940 

LIB3272-004-P1-K1-H1 

BLASTX 

g2245089 

157 

2.0e-10 

103 

39 

(Z97343) asparagine — tRNA ligase homolog [Arabidopsis 
thaliana] ^^y^ 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232941 

LIB3272-004-P1-K1-H11 

BLASTX 

g2760347 

529. 

3.0e^54 

108 

17 

(U84968) ubiquitin [Arabidopsis thaliana] 
232942 

LIB3272-004-P1-K1-H12 

BLASTX 

g577301 

180 

3.0e-13 

130 

33 

(D42044) The ha3523 gene product is related to S.cerevisiae 
gene product located in chromosome III. [Homo sapiens] 

232943 

LIB3272-004-P1-K1-H3 

BLASTX 

g542200 

448 

l.Oe-44 

137 

66 

hypothetical protein - garden asparagus 

>gi_4 527i4_emb_CAA54526_ (X77320) unknown [Asparagus * 

officinalis] 



Seq. No. 



232944 



33586 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-0q4-Pl-Kl-H4 

BLASTX - , 

g4105269 

250 

2.0e-21 

128 

43 

{AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 

232945 

LIB3272-004-P1-K1-H5 

BLASTX 

g3915039 

171 

3.0e-12 

79 

48 

SUGAR CARRIER PROTEIN C >gi_169718 (L08196) sugar carrier 
protein [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



232946 

LIB3272-004-P1-K1-H8 

BLASTX 

g3608412 

644 

l.Oe-67 

140 

87 

(AF07 9355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

232947 

LIB3272-004-P1-K1-H9 

BLASTX 

g4522004 

450 

7.0e-45 

136 

68 

{AC00706§) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 

232948 

LIB3272-005-P1-K1-A1 

BLASTX 

g285.741 

485 

6.0e-49 

139 

61 

(D14550) EDGP precursor [Daucus carota] 
23294 9 

LIB3272-005-P1-K1-A10 

BLASTX 

g2160166 . 



33587 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



440 

l.Oe-43 ... 

134 

62 

(AC000132) No definition line found [Arabidopsis thaliana] 
232950 

LIB3272-005-P1-K1-A12 

BLASTX 

g3882081 

611 

l.Oe-63 

125 

38 

(AJ012552) polyubiquitin [Vicia faba] 
232951 

LIB3272-005-P1-K1-A2 

BLASTX 

g2464905 

542 

l.Oe-55 
145 

12 ■ 

(Z99708) minor allergen [Arabidopsis thaliana] 

232952 - 

LIB3272-005-P1-K1-A4 

BLASTX 

gll43511 

694 

2.0e-73 

126 

98 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestical >gi_1586Q34_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestical 

232953 

LIB3272-005-P1-K1-A5 

BLASTX 

g3641837 

376 

5.0e-41 
139 
71 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thalianal 



like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



232954 

LIB3272-005-P1-K1-A9 

BLASTX 

gl346809 

443 

5.0e-44 

143 

61 



-33588 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score . 
E value 
Match length 
% identity'* 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



PATHOGEN-RELATED PROTEIN >gi_499074_einb_CAA34 64 1_ (X16648) 
pathogenesis related protein [Hordeum vulgare] 

232955 

LIB3272-005-P1-K1-B1 

BLASTX 

gll73187 

579 

5.0e-60 

115 

95 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 {U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

232956 

LIB3272-005-P1-K1-B12 

BLASTX 

g2493131 

470 

3.0e-47 

101 

94 

VACUOLAR ATP SYNTHASE, S.UBUN IT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 {L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 

232957 

LIB3272-005-P1-K1-B3 

BLASTX 

gl710780 

420 

2.0e-41 

119 

69 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



232958 

LIB3272-005-P1-K1-B4 

BLASTX 

g4567279 

585 

l.Oe-60 

135 

84 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

232959 

LIB3272-005-P1-K1-B7 

BLASTX 

g3334147 

541 

2.0e-55 



33589 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity * 

NCBI Description 



128 
8 2 

ENDOCHITINASE- 1 PRECURSOR >gi_1469788 {U60197) class I 
chitinase [Gossypium hirsutum] 



232960 

LIB3272-005-P1-K1-B8 

BLASTX 

g3393062 

442 

6.0e-44 

116 

67 

(Y17386) putative In2 . 



1 protein [Triticum aestivum] 



232961 

LIB3272-005-P1-K1-C1 

BLASTX 

g2979555 

366 

5.0e-35 

138 

54 

(AC003680) unknown protein [Arabidopsis thaliana] 
232962 

LIB3272-005-P1-K1-C4 

BLASTX 

g3980393 

400 

5.0e-39 
130 
58 

(AC004561) 
thaliana] 



putative glutathione S-transf erase [Arabidopsis 



232963 

LIB3272-005-P1-K1-C5 

BLASTX 

gl928981 

600 

2.0e-62 

126 

63 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

232964 

LIB3272-005-P1-K1-C6 

BLASTX 

gl26770 

614 

3.0e-70 

140 

97 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3.2) - upland cotton 



33590 



>gi_18507_emb_CAA3654 6_ (X52305) malate synthase (AA 1-567) 
[Gossypium hirsutuin] 

Seq.' No. - ■ 232965 

Seq. ID LIB3272-005-P1-K1-C7 

Method BLASTX 

NCBI GI g729470 

BLAST score 656 

E value 5.0e-69 

Match length 139 

% identity 91 

NCBI Description MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA79702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232966 

LIB3272-005-P1-K1-C9 

BLASTX 

g2662341 

723 

7.0e-77 < 

141 

99 

(D63580) EF-1 alpha [Oryza sativa] 

>gi 2662345_dbj_BAA23659_ (D63582)- EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232967 

LIB3272-005-P1-K1-D2 

BLASTX 

gll5492 

388 

3.0e-38 

76 

42 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 232968 

Seq. ID LIB3272-005-P1-K1-D3 

Method BLASTX 

NCBI GI g3451072 

BLAST score 54 3 

E value 9.0e-56 

Match length 119 

% identity 81 . . , 

NCBI Description (AL031326) putative protein [Arabidopsis thaliana] 

Seq. No. 232969 

Seq. ID LIB3272-005-P1-K1-D4 

Method BLASTX 

NCBI GI g2832623 

BLAST score 278 



33591 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 .Oe-25 

66 

82 

(AL021711) protein kinase 
thaliana] 



like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232970 

LIB3272-005-P1-K1-D5 

BLASTX 

gl702983 

356 

8.0e-34 

111 

59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi 22573_einb_CAA36676_ {X52429) 12.5 kDa protein [Fragaria 
X ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

232971 

LIB3272-005-P1-K1-D8 

BLASTX 

g456568 

710 

2.0e-75 
134 

96 . . 1 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 

232972 

LIB3272-005-P1-K1-E1 

BLASTX 

g82512 

267 

5.0e-24 

60 ' ^ 

46 

ubiquitin precursor - rice (fragment) 

>gi_218189:_dbj_BAA02241_ {D12776) poly-ubiquitin [Oryza 
sativa] 

232973 

LIB3272-005-P1-K1-E10 

BLASTX 

gl076316 

146 

3.0e-09 

57 

46 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ {X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



232974 

LIB3272-005-P1-K1-E11 
BLASTX 



33592 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3328240 
358 

5/0e-34 

122 

55 

(AF064775) early nodule-specific protein [Medicago 
truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232975 

LIB3272-005-P1-K1-E12 

BLASTX 

g4545231 

558 

2.0e-57 
107 
100 

{AF116243) 
hirsutiam] 



RAS-related GTP-binding protein [Gossypiiim 



Seq. No. 

Seq. ID- 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score - 
E value 
Match length 
% identity 



232976 

LIB3272-005-P1-K1-E2 

BLASTX 

g3334756 

553 

6.0e-57 

112 

94 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

232977 

LIB3272-005-P1-K1-E3 

BLASTX 

gl352663 

732 

6.0e-78 

137 • . 

96 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-3 CATALYTIC 

SUBUNIT >gi_1076388_pir S52659 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 3 - Arabidopsis thaliana 
>gi_466441 (M96841) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] 

>gi_4559341_gb_AAD23003.1_AC007087_22 {AC007087) 
serine/threonine protein phosphatase PP2A-3 catalytic 
subunit [Arabidopsis thaliana] 

>gi_4567320_gb_AAD23731.1_AC005956_20 (AC005956) 
serine/threonine protein phosphatase [Arabidopsis thaliana] 

232978 

LIB3272-005-P1-K1-E4 

BLASTX 

gl914685 

323 

5.0e-33 

83 

81 



33593 



NCBI Description (yi2014) -RAD23 protein, isoform II [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232979 

LIB3272-005-P1-K1-E7 

BLASTX 

g2760837 

193 

l.Oe-14 

131 

35 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 



232980 

LIB3272-005-P1-K1-E8 
BLASTX 
gl843527 
480 

2.0e-48 
124 
43 

(U73747) annexin [Gossypium hirsutum] 
232981 

LIB3272-005-P1-K1-E9 
BLASTX 
•g3158476 
570 

6.0e-59 
126 
86 

(AF067185) aquapdrin 2 [Samanea saman] 
232982 

LIB3272-005-P1-K1-F1 
BLASTX 
g464707 
218 

l.Oe-17 
56 
79 

40S RIBOSOMAL PR0TEIN^-S18 >gi_480908_pir_ 
protein S18.A - Arabidopsis thaliana 

>gi 405613 emb_CAA80684_ (Z23165) ribosomal protein S18A 
[AribidopsTs thaliana] >gi_4 34343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi 434345 emb_CAA82274_ (Z28702) S18 ribosomal protein 
[AribidopsTs thaliana] >gi_434906_emb_CAA.82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi 2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Aribidopsis thaliana] >gi_328.7678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb R30430 come from this gene. [Arabidopsis thaliana] 
>gT_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

232983 



S37496 ribosomal 



33594 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-005-P1-K1-F12 

BLASTX 

gl928981 

585 

l.Oe-60 

125 
63 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

232984 

LIB3272-005-P1-K1-F3 

BLASTX 

gll73209 

269 

8.0e-24 

77 

73 

40S RIBOSOMAL PROTEIN S16 >gi_54 1835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_enib_CAA53567^ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.* 

Seq. /ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% "identity 

NCBI Description 



232985 

LIB3272-005-P1-K1-F5 

BLASTX 

g3641312 

597 

4.0e-62 

131 

85 

(AF087412) AJH2 [Arabidopsis thaliana] 
232986 

LIB3272-005-P1-K1-F7 

BLASTX 

g401329 . 

159 

l.Oe-10 

110 

33 

VACUOLAR ATP SYNTHASE SUBUNIT C (V-ATPASE C SUBUNIT) 
>gi 542836 pir JN0907 H+-transporting ATPase (EC 3.6.1.35) 
chain C, vacuolar - human >gi_37 643_emb_CAA48 903_ (X69151) 
vacuolar proton-ATPase [Homo sapiens] 
>gi_4502315_ref_NP_001686.1_pATP6D_ ATPase, H+ 
transporting, lysosomal (vacuolar proton pump) 42kD 



Seq. No. 232987 

Seq. ID LIB3272-005-P1-K1-F8 

Method BLASTX 

NCBI GI g3510254 

BLAST score 596 

E value 6.0e-62 

Match length 138 

% identity 86 . ^ . ^ . i • i 

NCBI Description (AC005310) putative zinc transporter [Arabidopsis thaliana] 



33595 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232988 

LIB3272-005-Pi-Kl-Gl 

BLASTX 

g2388689 

209 

7.0e-24 

73 

84 

(AF016633) GHl protein [Glycine max] 
232989 

LIB3272-005-P1-K1-G10 

BLASTX 

g541816 

510 

7.0e-52 

139 

71. 

protein kinase - common ice plant >gi_457 689_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

232990 

LIB3272-005-P1-K1-G2 

BLASTX 

gl621268 - 

273 

4.0e-24 

129 

52 

(Z81012) unknown [Ricinus communis] 
232991 

LIB3272-005-P1-K1-G4 

BLASTX 

g3386621 

651 

2.0e-68 . 

137 

91 

(AC004665) unknown protein [Arabidopsis thaliana] 
232992 

LIB3272-005-P1-K1-G5 

BLASTX 

gl710780 

229 

4.0e-19 

77 

62 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 
Seq. ID 
Method 



232993 

LIB3272-005-P1-K1-G7 
BLASTX 



33596 



NCBI GI 

BLAST score 

E value 

Match length" 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3237190 

221 - 

5.0e-18 

86 

50 

(AB014760) cystein proteinase inhibitor [Cucumis sativus] 
232994 

LIB3272-005-P1-K1-G8 

BLASTX 

gl67367 

551 

l.Oe-56 

137 

79 

(L08199) peroxidase [Gossypium hirsutum] 
232995 

LIB3272-005-P1-K1-G9 

BLASTX 

g3548810 

300 

3.0e-27 
118 

47 ■ • . . 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232996 

LIB3272-005-P1-K1-H11 

BLASTX 

g2970051 

287 

9.0e-26 

90 

63 

(AB012110) ARGIO [Vigna radiata] 
232997 • 

LIB3272-005-P1-K1-H12 

BLASTX 

g2244766 

267 

2.0e-23 
118 
■45 

(Z97335J glucosyltransferase [Arabidopsis thaliana] 
232998 

LIB3272-005-P1-K1-H2 

BLASTX 

gll72811 

313 

2.0e-29 

106 

62 

60S RIBOSOMAL PROTEIN LlO-1 (PUTATIVE TUMOR SUPRESSOR SC34) 



33597 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_GAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] ^ 

232999 

LIB3272-005-P1-K1-H4 

BLASTX 

g549063 

502 

6.0e-51 

116 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 10724 64 pir ^A38958 IgE-dependent histamine-releasing 

factor homoTog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



233000 

LIB3272-005-P1-K1-H5 

BLASTX 

g3377797 

575 

2.0e-59 

140 

79 

(AF075597) Similar to 60S ribosome protein L19; coded for. 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T4 4067; coded for 'by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length " 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.O.e-21 



233001 

LIB3272-005-P1-K1-H6 
BLASTX 
gl418990 • 
251 
2. 
73 
59 

(Z75524) unknown [Lycopersicon esculentum] 
233002 

LIB3272-005-P1-K1-H7 

BLASTX 

gll99778 

429 

2.0e-42 

117 

72 

(D83225) peroxidase [Populus nigra] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



233003 

LIB3272-005-P1-K1-H8 

BLASTX 

g2499710 

646 

8.0e-68 



33598 



Match length 

.% identity 

NCBI Description 



si 38 
90 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 {L33686) phospholipase D [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233004 

LIB3272-005-P1-K1-H9 

BLASTX 

g82308 

677 

2.0e-71 

130 

91 

myb protein 308 - garden snapdragon 



233005 

LIB3272-006-P1-K1-A2 

BLASTX 

g2146746 

253 

7.0e-22 

90 

58 

protein kinase (EC 2 



7.1.-) - Arabidopsis thaliana 



>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 
233006 

LIB3272-006-P1-K1-A6 

BLASTX - 

g70644 

515 

l.Oe-52 

111 

18 

ubiquitin precursor - common sunflower (fragment) 



233007 

LIB3272-006-Pi-Kl-A7 

BLASTX 

g2894607 

258 

2.0e-22 

54 

87 

(AL021889) NAM (no apical meristem) 
[Arabidopsis thaliana] 



like protein 



233008 

LIB3272-006-P1-K1-A8 

BLASTX 

gll70747 

206 

2.0e-16 

43 

98 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 



33599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M88324) late ertibryogenesis-abundant protein [Gossypium 
hirsutuia] >gi_l 67347 (M37697) Le^5-A late 
embryogen-esis-abundant protein [Gossypium hirsutum] 

233009 

LIB3272-006-P1-K1-B10 

BLASTX 

g3128228 

550 

l.Oe-56 

117 

89 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal proteii 
LISA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233010 

LIB3272-006-P1-K1-B3 

BLASTX 

g4455206 

371 

l.Oe-35 

129 

60 

{AL035440) putative beta-l, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% "identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score' 
E value 
Match length 
% identity 



233011 

LIB3272-006r-Pl-Kl-B9 

BLASTX 

g543711 

500 

l.Oe-50 

112 

90 

14_3_3_LiKE PROTEIN S94 >gi_4 197 96_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

233012 

LIB3272-006-P1-K1-C2 

BLASTX 

g508304 

273 

4.0e-24 

65 

78 

(L22305) corC [Medicago sativa] 
233013 

LIB3272-006-P1-K1-C3 

BLASTX . . 

gl67367 

606 

4.-ae-63 

132 

89 



33600 



NCBI Description 



(L08199) peroxidase [Gossypiuiti hirsutum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233014 

LIB3272-006-P1-K1-C4 

BLASTX 

g3549691 

595 

7.0e-62 

134 

76 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 
233015 

LIB3272-006-P1-K1-C5 

BLASTX 

gl351222 

402 

l.Oe-44 

103 

89 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi_945087 
(U31097) transcription factor TFIIB [Glycine max] 

233016 

LIB3272-006-P1-K1-C7 

BLASTX 

gll71035 

164 

2.0e-ll 

74 

42 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 PKIWI504 

>gi_1086021_pir S48038 metallothionein-like protein - kiwi 

fruit >gi_450245 (L27813) metallothionein-like protein 
[Actinidia deliciosa] 



Seq. No. 


233017 


Seq. ID 


LIB3272-006-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


346 


E value 


l.Oe-32 


Match length 


107 


% identity 


62 


NCBI Description 


(D89802) elongation factor IB 


Seq. No, 


233018 


Seq. ID 


LIB3272-006-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3021348 


BLAST score 


255 


E value 


4.0e-40 


Match length 


108 


% identity 


83 


NCBI Description 


(AJ004 961) ribosomal protein : 


Seq. No. 


233019 



gamma [Oryza sativa] 



[Cicer arietinum] 



33601 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-006-P1-K1-D12 

BLASTX 

gll4420 

634 

2.0e-66 

132 

94 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_100882_pir S11491 H+-transporting ATP synthase (EC 

3.6.1,34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

233020 

LIB3272-006-P1-K1-D2 

BLASTX 

gl709498 

513 

3.0e-52 

113 

81 

OSMOTIN-LIKE PROTEIN OSM34- PRECURSOR 

>gi 1362001_pir S57524 osmotin precursor 

thaliana >gi_887390_emb_CAA61411_ (X89008) 
[Arabidopsis thaliana] 



- Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233021 

LIB3272-006-P1-K1-D3 

BLASTX 

g3450842 

142 

9.0e-09 
110 

30 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233022 

LIB3272-006-P1-K1-D5 

BLASTX 

g3329368 

181 

3.0e-21 

125 

42 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 



233023 

LIB3272-006-P1-K1-D6 

BLASTX 

gll68728 

321 

9.0e-30 

113 

52 

CINNAMYL-ALCOHOL DEHYDROGENASE 



1 (CAD) >gi 598071 (L37883) 



33602 



cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233024 

LIB3272-006-P1-K1-D8 

BLASTX 

g3759184 

257 

3.0e-22 

111 

55 

{AB018441) phi-1 [Nicotiana tabacum] 
233025 

LIB3272-006-P1-K1-D9 

BLASTX 

gl22003 

316 

3.0e-29 

88 

72 

HISTONE H2A >gi_82089_pir JQ1182 histone H2A.1 



- tomato 



233026 

LIB3272-006-P1-K1-E2 

BLASTX 

gl928981 

582 

2.0e-60 
123 

63 ' 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq, ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233027 

LIB3272-006-P1-K1-E4 

BLASTX 

gll72441 

204 

5.0e-16 

75 

61 

POSSIBLE TRANSCRIPTION FACTOR P0SF21 >gi_99685_pir S21883 

DNA-binding protein P0SF21 - Arabidopsis thaliana 
>gi__16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 

233028 

LIB327-2-006-P1-K1-E6 

BLASTX 

g3142634 

203 

4.0e-16 
69 

61 ^ ^ 

(AF063665) small nuclear ribonucleoprotein N [Mus musculus] 



Seq. No. 



233029 



33603 



Seq. ID 

Mefhod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3272-006-Pl-Kl-E,8 
BLASTX - 
g3128186 
164 

-2.0e-ll 
104 
38 

{AC004521) hypothetical protein [Arabidopsis thaliana] 
233030 

LIB3272-006-P1-K1-F10 

BLASTX 

g3377797 

468 

4.0e-47 

102 

89 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

233031 

LIB3272-006-P1-K1-F12 

BLASTX 

gll70747 

321 

9.0e-30 

77 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233032 

LIB3272-006-P1-K1-F2 

BLASTX 

gl076660 

316 

4.0e-29 

92 

73 

D13F(MYBST1) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl^Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

233033 

LIB3272-006-P1-K1-F4 

BLASTX 

g2459448 

217 

4.0e-24 

113 

49 



33604 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

233034 

LIB3272-006-P1-K1-F5 

BLASTX 

g3769472 

429 

2.0e-42 

105 

68 

(AF064732) putative phospholipase A2 [Dianthus 
caryophyllus] 

233035' 

LIB3272-006-P1-K1-F6 

BLASTX 

g549063 

466 

9.0e-47 

107 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG . (TCTP) 

>gi 10724 64_pir .A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (512626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233036 

LIB3272-006-P1-K1-F7 

BLASTX 

g2970051 

196 

4.0e-15 

70 

57 

. {AB012110) ARGIO [Vigna radiata] 
233037 

LIB3272-006-P1-K1-F8 

BLASTX 

g2499610 

489 

2.0e-49 

128 

77 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 6 (MAP KINASE 6) 

(ATMPK6) >gi_629547_pir S40472 mitogen-activated protein 

kinase 6 (EC 2.7.1.-) - Arabidopsis thaliana 

>gi 457404_dbj_BAA04869_ (b21842) MAP kinase [Arabidopsis 

thaliana] >gi_2281091 (AC002333) MAP Kinase 6 [Arabidopsis 

thaliana] 

233038 

LIB3272-006-P1-K1-F9 

BLASTX 

g4415942 

433 



33605 



E value . 
blatch length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



7.0e-43 
133 ■ 

64 ' . " 

(AC006418) hypothetical protein [Arabidopsis thaliana] 

233039 

LIB3272-006-P1-K1-G1 

BLASTX 

g2191150 

211 

2.0e-21 

88 

68 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

233040 

LIB3272-006-P1-K1-G10 

BLASTX 

g322596 

376 

3.0e-36 

79 

92 

serine/threonine protein kinase (EC 2.7.-.-) AK21 - 
Arabidopsis thaliana >gi_166600 (M93023) SNFl-related 
protein kinase [Arabidopsis thaliana] 

>gi_1742969_emb_CAA64384__ (X94757) ser/thr protein kinase 
[Arabidopsis thaliana] 

233041 

LIB3272-006-P1-K1-G11 

BLASTX 

gl332579 

514 

2.0e-52 

118 • ' 

9 

(X98063) polyubiquitin [Pinus sylvestris] 
233042 

LIB3272-006-P1-K1-G2 

BLASTX 

g730456 

488 

2.0e-49 

115 

75 

40S RIBOSOMAL PROTEIN S19 
233043 

LIB3272-006-P1-K1-G3 

BLASTX 

g2462762 

329 

l.Oe-30 
122 



33606 



% identity 57 

NCBI Description (AC002292) Highly similar to auxin-induced protein 

(aldo/keto reductase family) [Arabidopsis thaliana] 



W C ■ LN ^ « 


233044 


<^pn TD 


LIB3272-006-P1-K1-G5 


L iC L.1 


RT.A^TX 


NCBI GI 


g3059131 




304 


£j V CI X Lie 


9 . Oe-28 


Matr'h lencrth 


95 




58 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus tuberosus; 


C • LN W • 


233045 




LIB3272-006-P1-K1-G7 






LN O O J. U X 


al332579 




531 


Hi Vd-LLlC 


4 , Oe-60 


M;^+'ph 1 pnfith 


132 


^ X Lie:?! 1 X L _y 


10 


NCBI Description 


{X98063) polyubiquitin [Pinus sylvestris] 




233046 






lyte tnoa 


RT ACITY 


LNV^ox ox 


a3860259 

\^ ^ \J \J \J £^ -J ^ 




159 

X ^ ^ 


E value 


*± • U C X J 


Lia.L>L>>li Xdl^L.11 


102 


■5 laenuxLy 


4 Q 




{AC005824) unknown protein [Arabidopsis thaliana 


Seq. No. 


233047 


9prr TD 


LIB3272-006-P1-K1-G9 


Lie L.1HJ(J. 


RLA55TX 

l_f l_U^k_> <^ 






RTiAST srore 


374 " " • 


Hi V Ct X Lie 


6 Oe-36 


LTidUL'ii Xdl^L.11 


112 


% identity 


62 


NCBI Description 


(AF024 652) polyphosphoinositide binding protein 




[Glycine max] 


Seq. No. 


233048 


Seq. ID 


LIB3272-006-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3128228 


BLAST score 


214 


E value 


2.0e-17 



Match length 

% identity 

NCBI Description 



67 

67 ^ ■ 

(AC004077) putative ribosomal protein LISA [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal prote 
L18A [Arabidopsis thaliana] 



33607 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233049 

LIB3272-006-P1-K1-H11 

BLASTX 

g3142300 

258 

l.Oe-22 

84 

61 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 





gene. [Arabidopsis thaliana] 


Seq. No. 


233050 


Seq. ID 


LIB3272-006-P1-K1-H12 


Method 


BlASTX 


NCBI GI 


g3242079 


BLAST score 


218 


F 1 IIP 


6. Oe-18 


Match length 


67 


% idpntitv 


64 


NPRT np<?priotion 

Irt \^ -J* ^ Jl> ^ k-^ \m- ^ X -i 


(AJ006984) proline-rich prot< 


Sea No. 


233051 


Seq. ID 


LIB3272-006-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3337350 


BLAST score 


259 


E value 


l.Oe-22 


Match length 


104 


% identity 


52 


NCBI Description 


(AC004481) putative permease 


Seq. No.^ 


233052 : 


Seq. ID 


LIB327'2-006-Pl-Kl-H4 


Method 


BLASTX 


NCBI Gi; 


gl928981 


BLAST score 


451" 


E' value 


5.0e-45 


Match length 


114 


% identity 


79 


NCBI Description 


(U92651) tonoplast intrinsic 



oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233053 

LIB3272-006-P1-K1-H5 

BLASTX 

g3928543 ■ 

153 

5.0e-10 

124 

37 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



233054 

LIB3272-006-P1-K1-H7 



33608 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2764941 ' . 

222 " 

3.0e-18 

72 

58 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 

Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233055*^ 

LIB3272-007-P1-K1-A1 

BLASTX 

g2160166 

123 

l.Oe-09 

66 

58 

(AC000132) No definition line found [Arabidopsis thalrana] 
233056 

LIB3272-007-P1-K1-A12 

BLASTX 

g3158376 

328 

9.0e-31 

95" 

68 

(AF035385) unknown [Arabidopsis thaliana] 
233057 

LIB3272-007-P1-K1-A2 

BLASTX 

g4510363 

249 

3.0e-21 

58 ' ' , 

81 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

233058 

LIB3272-007-P1-K1-A4 

BLASTX 

g2494905 

153 

4.0e-10 

85 - ' ^ - 

45 

MICROTUBULE-ASSOCIATED PROTEIN YTMl >gi_2132107_pir S67174 

hypothetical protein YOR272w - yeast (Saccharomyces 
cerevisiae) >gi_127 9699_emb_CAA61778_ (X89633) hypothetical 
protein [Saccharomyces cerevisiae] 
>gi 1420610_emb_CAA99497_ {Z75180) ORE YOR272w 
[Saccharomyces cerevisiae] >gi_1928989 (U92821) 
microtubule-associated protein [Saccharomyces cerevisiae] 



33609 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233059 

LIB3272-007-P1-K1-A6 
BLASTX 
g464986 
366 

3.0e-35 
69 
97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) .(UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin—protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 
>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 {L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_44 55355_emb_CAB367 65.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233060 

LIB3272-007-P1-K1-A7 

BLASTX 

g4538993 

521 

'3.0e-53 
127 

15 . 

(AL049481) putative host response protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233061 

LIB3272-007-P1-K1-A9 

BLASTX 

g2499946 

575 

2.0e-59 
134 

84 • 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabaciim] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233062 

LIB3272-007-P1-K1-B1 

BLASTX 

g927575 

405 

l.Oe-39 

90 

77 

(U12926) alpha galactosidase [Glycine max] 



Seq. No. 
Seq. ID 
Method 



233063 

LIB3272-007-P1-K1-B10 
BLASTX 



33610 



N.CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914467 

165 ' 

l.Oe-11^ 

79 

51 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



233064 

LIB3272-007-P1-K1-B11 

BLASTX 

g4098129 

481 

l.Oe-48 

93 

94 

(U73588) sucrose synthase [Gossypium hirsutum] 
233065 

LIB3272-007-P1-K1-B12 

BLASTX 

gl67367 

354 

9.0e-38 . 

92 

92 

(L08199) peroxidase [Gossypium hirsutum] 
233066 

LIB3272-007-P1-K1-B2 

BLASTX 

gll71577 

401 

3.0e-39 
118 

67 . 

(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
233067 

LIB3272-007-P1-K1-B3 

BLASTX 

g3738285 

197 

3.0e-15 

80 

50 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233068 

LIB3272-007-P1-K1-B6 

BLASTX 

g730241 

225 

l.Oe-18 

94 

51 



33611 



NCBI Description 



DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE—PROTEIN 

GLYCOSYLTRANSFERASE 48 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 
TRANSFERASE 48 KD SUBUNIT) (DDOST 48 KD SUBUNIT) (KIAA0115) 
(HA0643) >gi_473947_cibj_BAA06126_ (D29643) similar to Canis 
oligosaccharyltransferase 48 kDa subunit (M98392 ) . [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233069 

LIB3272-007-P1-K1-B7 

BLASTX 

gll73104 

494 

5.0e-50 

121 

70 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233070 

LIB3272-007-P1-K1-C1 

BLASTX 

g419778 

458 - 

5.0e-46 • ' 
104 
"84 

ferredoxin— nitrite reductase (EC 1.7.7.1) nir-1 - common 
tobacco (fragment) >gi_542053_pir S237 69 

ferredoxin—nitrite reductase (EC 1.7.7.1) - common tobacco 

(fragment) >gi_4 4 5049_prf 1908371A nitrite reductase 

[Nicotiana tabacum] 



Seq. No. 


233071 


Seq. ID 


LIB3272-007- 


Method 


BLASTX 


NCBI GI 


g4210948 • 


BLAST score 


428 


E value 


2.0e-42 


Match length 


83 


% identity 


99 


NCBI Description 


(AF085275) 1 


Seq. No. 


233072 


Seq. ID 


LIB3272-007 


Method 


.BLASTX 


NCBI GI 


g3551954 


BLAST score 


169 


E value 


4.0e-12 


Match length 


78 


% identity 


45 


NCBI Description 


(AF082030) 




hybrid cult 


Seq. No. 


233073 


Seq. ID 


LIB3272-007 


Method 


BLASTX 



-Pl-Kl-Cll 



senescence-associated protein 5 [Hemerocallis 



33612 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
^-E value 
Match length 
% identity 
NCBI Description 



g3881649 
466 

l.Oe-46 

88 

89 

(Z70757) Similarity to yeast hypothetical protein PIR 
accession number S52511; cDNA EST EMBL:D73067 comes from 
this gene; cDNA EST EMBL:D7 4 4 61 comes from this gene; cDNA 
EST EMBL:D76044 comes from this gene; cDNA EST yk504c7.3 

233074 

LIB3272-007-P1-K1-C3 

BLASTX 

g2462762 

404 

2.0e-39 

132 

61 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233075 

LIB3272-007-P1-.K1-C9 

BLASTX 

gl220180 

275 

2.0e-24 

111 

52 

(Z69996) dormancy related protein [Trollius ledebouriij 
233076 

LIB3272-007-P1-K1-D10 

BLASTX 

gl946371 

322 

4.0e-30 

82 

73 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

233077 

LIB3272-007-P1-K1-D11 

BLASTX 

gll3621 

238 

2.0e-20 

54 

87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196 pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.172.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624_prf_1307278A 
cytoplasmic aldolase [Zea mays] 



33613 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq-. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length,. 

% identity 

NCBI Description 



233078 

LIB3272-007-P1-K1-D12 

BLASTX 

g2811025 

187 

3.0e-14 

70 

60 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4 181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

233079 

LIB3272-007-P1-K1-D4 

BLASTX 

gll3621 

264 

2.0e-23 

60 

88 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68196 pir ADZM f ructose-bisphosphate aldolase (EC 
4.172.13)7 cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
. bisphosphate aldolase [Zea mays] >gi_225624_prf_1307278A 
cytoplasmic aldolase' [Zea mays] 

233080 

LIB3272-007-P1-K1-D6 
BLASTX 
g533086 
315 

2.0e-29 
82 
71 

{U07605) precursor delta-9-stearoyl-acyl carrier protein 
desaturase [Thunbergia alata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233081 

LIB3272-007-P1-K1-D7 

BLASTX 

g3924596 

476 

6.0e-48 

126 

75 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] ^ 

233082 

LIB3272-007-P1-K1-D8 

BLASTX 

gl345673 

388 

8.0e-38 

73 

96 

CATALASE ISOZYME 1 >gi 8624 52_dbj_BAA09506_ (D55645) 



33614 



catalase [Cucurbita pepo] 



Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233083 

LIB3272-007-Pl^Kl-E2 

BLASTX 

g3915826 

411 

2.0e-40 

92 

83 

60S RIBOSOMAL PROTEIN L5 
233084 

LIB3272-007-P1-K1-E3 

BLASTX 

gl26770 

480 

l.Oe-48 

93 
97 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218__pir SYCNMU malate 

synthase. (EC 4.1.3.2) - upland cotton 

>gi_18507_emb_CAA3654 6_ (X52305) malate synthase (AA 1-567) 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233085 

LIB3272-007-P1-K1-E8 

BLASTX 

g232029 

373 

4 .Oe-36 

74 

99 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi 100154_pir S21989 translation elongation factor eEF-1 

alpha' chain - carrot >gi_18339_emb_CAA42843_ (X60302) 
elongation factor lA [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233086 

LIB3272-007-P1-K1-E9 

BLASTX 

g4204265 

396 

l.Oe-38 

93 

77 

{AC005223) 45643 [Arabidopsis thaliana] 
233087 

LIB3272-007-P1-K1-F1 

BLASTX 

g549063 

394 

2.0e-38 

92 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 



33615 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 10724 64 pir ^A38958 IgE-dependent histamine-releasing 

factor homoTog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

233088 

LIB3272-007-P1-K1-F11 

BLASTX 

g3980393 

374 

6.0e-36 
120 

59 . 
(AC004561) putative glutathione S-transf erase [Arabidopsis 

thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233089 

LIB3272-007-P1-K1-F12 

BLASTX 

g4510363 

212 

2.0e-17 

45 

96 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

t^Iethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length'^ 

% identity 

NCBI Description 



233090 

LIB3272-007-P1-K1-F8 

BLASTX 

g3776005 

153 

2.0e-10 

67 

57 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
233091 

LIB3272-007-P1-K1-F9 

BLASTX 

g4006957 

232 

2.0e-19 

92 

48 

(AJ006910) pollen allergen Betvl, isoform at45 [Betula 
pendula] 

233092 

LIB3272-007-P1-K1-G11 

BLASTX 

g3860247 

203 

3.0e-16 

44 

82 

(AC005824) unknown protein [Arabidopsis thaliana] 



33616 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233093 

LIB3272-007-P1-K1-G12 

BLASTX 

g547713 

263 

4.0e-23 

55 

80 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-(IS0)4F 25 KD 

SUBUNIT) (EIF-(IS0)4F P28 SUBUNIT) >gi_322866_pir B44452 

translation initiation factor eIF-4F isozyme form subunit 
p28 - wheat >gi_170751 {M95818) initiation factor {iso)4F 
p28 subunit [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233094 

LIB3272-007-P1-K1-G4 

BLASTX 

g4510363 

336 

9.0e-32 

69 

94 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233095 

.LIB3272-007-P1-K1-H10 
BLASTX 
g4567314 
495 

4.0e-50 

109 

83 

(AC005956) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



233096 ' 

LIB3272-007-P1-K1-H11 

BLASTX 

gl67367 

679 

9.0e-72 

127 

98 

(L08199) peroxidase [Gossypium hirsutum] 
233097 

LIB3272-007-P1-K1-H12 

BLASTX 

gll73234 

314 

6.0e-29 

71 

87 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_435679_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 



33617 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1584 836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] • 

233098 

LIB3272-007-P1-K1-H5 

BLASTX 

g2809255 

738 

l.Oe-78 

144 

90 

(AC002560) F21B7.24 [Arabidopsis thaliana] 
233099 

LIB3272-007-P1-K1-H6 

BLASTX 

g3928543 

196 

2.0e-15 
85 

46 . . 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 

thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. • 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233100 

LIB3272-007-P1-K1-H8 

BLASTX 

g3928099 

291 

3.0e-26 ... 

131 

24 

(AC005770) unknown protein [Arabidopsis thaliana] 
233101 

LIB3272-008-P1-K1-A10 

BLASTX 

g3881724 

164 

3.0e-ll 

52 

56 

(Z69385) Similarity to Yeast JTA107 protein (PIR Acc. No. 
S55137); cDNA EST yk290e3.3 comes from this gene; cDNA EST 
yk290e3.5 comes from this gene [Caenorhabditis elegans] 

233102 

LIB3272-008-P1-K1-A2 

BLASTX 

g4262234 

390 

7.0e-38 

120 

65 

(AC006200) unknown protein [Arabidopsis thaliana] 



Seq. No. 



233103 



33618 



Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-008-P1-K1-A3 

BLASTX 

g2149127 

300 

2.0e-27 

108 

56 

(U81293) UDP-glucose: indole-3-acetate 
beta-D-glucosyltransferase [Arabidopsis thaliana] 

233104 

LIB3272-008-P1-K1-A4 
BLASTX 
g3337356 
^v566 
2.0e-58 
118 
93 

{AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



233105 

LIB3272-008-P1-K1-A7 
BLASTX : 
,g2245136 
446 

2.0e-44 
120 

68 . ^ 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

233106 

LIB3272-008-P1-K1-A9 

BLASTX 

g3738301 

395 - . 

2.0e-38 

104 

64 

(AC005309) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_4249397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaliana] 

233107 

LIB3272-008-P1-K1-B10 

BLASTX 

gl001309 

216 

2.0e-17 

125 

35 

{D64006) aspartate aminotransferase [Synechocystis sp.J 
233108 

LIB3272-008-P1-K1-B12 
BLASTX 



33619 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g730463 
322 

8.0e-30 

105 

59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

{Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 

233109 

LIB3272-008-P1-K1-B3 

BLASTX 

g4512653 

505 

2.0e-51 

142 

53 

{AC007048) unknown protein [Arabidopsis thaliana] 
233110 

LIB3272-008~P1-K1-B5 

BLASTX 

g24 65008 

327 

2.0e-30 

138 

47 

(AJ001445) ripening-induced protein [Fragaria vesca] " 
233111 

LIB3272-008-P1-K1-C1 

BLASTX 

g417060 

282 ' ' 

2.0e-45 

103 

87 

GLUTAMINE SYNTHETASE NODULE ISOZYME (GLUTAMATE— AMMONIA 
LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 
[Vigna aconitif olia] >gi_1094850_prf_2106409A Gin 
synthetase [Vigna aconitif olia] 

233112 

LIB3272-008-P1-K1-C10 

BLASTX 

g2130073 

507 

2.0e-51 
112 
8 9 

fructose-bisphosphate aldolase {EC 4.1.2.13) isoenzyme C-1, 
cytosolic- - rice >gi_786178_dbj_BAA0884 5_ {D50307) aldolase 
C-1 [Oryza sativa] >gi_7 90970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 



33620 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233113 

LIB3272-008-P1-K1-C11 

BLASTX 

g2244846 

463 

2.0e-46 

118 

73 

(Z97337) ferredoxin [Arabidopsis thaliana] 
233114 

LIB3272-008-P1-K1-C12 

BLASTX 

g3395673 

450 

7.0e-45 

116 

74 

(AB016623) RWC-3 [Oryza sativa] 
233115 

LIB3272-008-P1-K1-C2 
BLASTX 
g3024017 
-509 
9.0e-52 
99 
97 

EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

233116 

LIB3272-008-P1-K1-C4 
BLASTX 
gl518540 
512 

4.0e-52 
108 
92 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
233117 

LIB3272-008-P1-K1-C5 
BLASTX 
g2129915 
186 

4 .Oe-14 
72 
51 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 
Seq. ID 



233118 

LIB3272-008-P1-K1-C8 



33621 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3264769 

618 

l.Oe-64 

140 

57 

(AF071894) 
armeniaca) 



late embryogenesis-like protein [Prunus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method*' 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233119 

LIB3272-008-P1-K1-C9 

BLASTX 

g2132474 

177 

7.0e-13 

63 

52 

probable membrane protein YDR091c - yeast (Saccharomyces 
cerevisiae) >gi_914875_emb_CAA904 50_ (Z50111) unknown 
[Saccharomyces cerevisiae] 

.233120 

LIB3272-008-P1-K1-D1 

BLASTX 

g3122785 

503 

5.0e-51 

125 

82 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) ribosomal 
protein S14 [Lupinus luteus] 

233121 

LIB3272-008-P1-K1-D10 

BLASTX 

g441457 

648 

4.0e-68 
122 

98 . c 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 

esculentum] 
233122 

LIB3272-008-P1-K1-D3 

BLASTX 

g4193388 

253 

8.0e-22 

76 

67 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 
Method 



233123 

LIB3272-008-P1-K1-D4 
BLASTX 



33622 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4336436 
493 

6.0e-50 

139 

71 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
233124 

LIB3272-008-P1-K1-D6 

BLASTX 

g2146797 

549 

2.0e-56 

141 

74 

protein disulf ide-isomerase {EC 5.3.4.1) - Castor bean 
>gi_1134 968 (U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 


233125 


Seq. ID 


LIB3272-008-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


218 


E value 


l.Oe-17 


Match. length 


76 


% identity 


58 


NCBI Description 


(L22305), corC [Medicago sativa] 


Seq. No. ' 


233126 


Seq. ID 


LIB3272-008-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3894171 


BLAST score 


496 


E value 


3.0e-50 


Match length 


131 


% identity 


69 


NCBI Description 


(AC005312) putative glutathione 




thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233127 

LIB3272-008-P1-K1-E10 

BLASTX 

g2435604 

172 

9.0e-27 

139 

52 

(AF026213) strong similarity to Saccharomyces cerevisiae 
endosomal P24A protein {SP:P32802) [Caenorhabditis elegans 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233128 

LIB3272-008-P1-K1-E12 

BLASTX 

g2895870 

336 



33623 



E value 
Match length 
% identity 
NCBI Description 



2.0e-31 

83 

67 

(AF046001) zinc finger transcription factor [Homo sapiens] 
>gi_4508017_ref_NP_003448.1_pZNF207_ zinc finger protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233129 

LIB3272-008-P1-K1-E3 

BLASTX 

g4220481 

332 

5.0e-31 

106 

59 

(AC006069) unknown protein [Arabidopsis thaliana] 
233130 

LIB3272-008-P1-K1-E4 

BLASTX 

g3024500 

469 

4.0e-47 

99 

93 

RAS-RELATED PROTEIN' RABllA >gi_1370142_emb_CAA98177_ 
(Z7394 9). RABllA [Lotus japonicus] 

233131 

LIB3272-008-P1-K1-E5 

BLASTX 

gll9150 

716 

5.0e-76 

136 

100 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi 82081 pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

233132 

LIB3272-008-P1-K1-E6 

BLASTX 

g2414158 

368 

3.0e-35 
140 
52 

{Z72436) major allergen Bet v 
233133 

LIB3272-008-P1-K1-E7 
BLASTX 
g3885334 
264 



1 [Betula pendula] 



33624 



E value 
Match lengjth 
% identity 
NCBI Description 



5.0e-23 

70 

64 . 

{AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233134 

LIB3272-008-P1-K1-E8 

BLASTX 

g3820531 

383 

5.0e-37 

102 

65 

(AF072736) beta-glucosidase [Pinus contorta] 
233135 

LIB3272-008-P1-K1-E9 

BLASTX 

g629597 

359 

3.0e-34 

83 

78 

proline-rich protein- rape >gi_545029_bbs_142669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods. 
Peptide,, 147 aa] [Brassica napus] 

233136 

LIB3272-008-P1-K1-F10 

BLASTX 

g3702962 

577 

9.0e-60 

126 

88 

(AF079484) rac GTP binding protein Arac7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233137 

LIB3272-008-P1-K1-F12 

BLASTX 

g643469 

298 

3.0e-27 

113 

57 

(U19886) unknown [Lycopersicon esculentum] 
233138 

LIB3272-008-P1-K1-F2 

BLASTX 

g464981 

378 

2.0e-36 

70 

99 



33625 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER ?ROTEIN) >gi'"^388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

233139 

LIB3272-008-P1-K1-F5 

BLASTX 

gl00277 

104 

l.Oe-09 

73 

56 

translation initiation factor eIF-5A.l - curled-leaved 
tobacco (fragment) >gi_829282_einb_CAA45103_ {X63541) 
eukaryotic initiation factor 5A (1) [Nicotiana 
pluinbagini folia] 

233140 

LIB3272-008-P1-K1-G4 

BLASTX 

g3122785 

538 

4.0e-55 

130 

85 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) ribosomal 
protein S14 [Lupinus luteus] 

233141 

LIB3272-008-Pl-Kl^G7 

BLASTX ' 

g81661 

331 

7.0e-31 
89 
75 

tryptophan synthase (EC 4.2, 
Arabidopsis thaliana 



1.20) beta-2 chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233142 

LIB3272-008-P1-K1-H1 

BLASTX 

g2130459 

232 

3.0e-19 
109 

44 - 

LCB2 protein - fission yeast (Schizosaccharomyces pombe) 
(fragment) 

233143 

LIB3272-008-P1-K1-H10 

BLASTX 

gl350680 

539 

2.0e-55 
125 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

60S RIBOSOMAL PROTEIN LI " * 

233144 

LIB3272-008-P1-K1-H11 

BLASTX 

g730463 

322 

8.0e-30 

105 

59 

60S RIBOSOMAL PROTEIN L37B {yL37) (RP47) 

>gi 630323__pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 {L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ {Z75142) ORE YOR234c 
[Saccharomyces cerevisiae] 

233145 

LIB3272-008-P1-K1-H12 

BLASTX 

g2499946 

585 

l-.0e-60 

136 

85 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHbSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 

233146 

LIB3272-008-P1-K1-H2 

BLASTX 

g729470 

666 

4.0e-70 

141 . * , 

90 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA7 9702_ 

(Z214 93) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

- 233147 
LIB3272-008-P1-K1-H3 
BLASTX 
gll70747 
353 

2.0e-33 

84 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 {M37697) Lea5-A late 



33627 



embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233148 

LIB3272-008-P1-K1-H6 

BLASTX 

gl361983 

208 

l.Oe-16 

92 

47 

ARP protein - Arabidopsis thaliana >gi_88 6434_emb_CAA89858_ 
{Z49776) ARP protein [Arabidopsis thaliana] 

233149 

LIB3272-008-P1-K1-H7 

BLASTX 

g2660676 

177 

6.0e-13 

38 

87 

(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
233150 

LIB3272-008-P1-K1-H9 

BLASTX 

g4572676 

276 

2.0e-24 

90 

60 

{AC006954) unknown protein [Arabidopsis thaliana] 
233151 

LIB3272-009-P1-K1-A10 

BLASTX 

g3319354 

441 

8.0e-44 

106 

85 

(AF077407) contains similarity to sugar transporters (Pfam: 
sugar_tr .hmm, score: 395.39) [Arabidopsis thaliana] 

233152 

LIB3272-009-P1-K1-A12 

BLASTX 

g2499946 

460 

5.0e-46 

119 

74 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 {U22260) UMP synthase [Nicotiana 
tabacum] 



33628 



becj. NO. 


O "3 O 1 C-3 


Seq. ID 




Method 


DT TV CPV 


NCBI GI 


g541943 


BLAST score 


163 


E value 


o . ue~i 1 


Matcn iengtn 


0 / 


% identity 




NLbi uescrxpnion 


iu,eT.ai-LO ufiioiicxii ouyjjtsdn 




itietallothionein-like prote 


Seq. No. 


^ J J X O 4 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2347199 


BLAST score 




E value 


/ , ue J y 


Match length 




% identity 


bo 


NCBI Description 


(ACUUzjjo; procein Kinase 


Seq. No. 




Seq. ID 


Liboz / z-uuy-ri-j\i-/\y 


Meunoa 


DXtrlO i A. 


NCBI GI 


g2499710- 


BLAST score 


606 


E value 


3.0e-63 


Match length 


129 


% identity 


89 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR 



1808316A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

233156 

LIB3272-009-P1-K1-B1 

BLASTX 

g2440042' 

266 

2.0e-23^ 
66 

(AJ001292) major intrinsic protein PIPa2 [Craterostigma 
plantagineum] 

233157 

LIB3272-009-P1-K1-B11 
BLASTX ^: * 
g3123274 
272 

5.0e-24 

73 

73 

60S RIBOSOMAL PROTEIN L32 (RP49) >gi_1928968 (U92431) 
ribosomal protein 49 [Drosophila melanogaster] 
>gi_2739301_emb_CAA74278_ (Y13939) ribosomal protein 49 
[Drosophila melanogaster] 



33629 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST iscore 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233158 

LIB3272-009-P1-K1-B12 

BLASTX 

g3924597 

207 

2.0e-16 

113 

37 

{AF0694 42) putative oxidoreductase [Arabidopsis thaliana] 
233159 

LIB3272-009-P1-K1-B2 

BLASTX 

g3413473 

281 

4.0e-25 

116 

50 

(AJ006308) tyrosine phosphatase 1 [Glycine max] 
233160 

LIB3272-009-P1-K1-B3 

BLASTX 

g4512653 

163 - - 

2.0e-22 

88 

70 

(AC007048) unknown protein [Arabidopsis thaliana] 
233161 

LIB3272-009-P1-K1-B7 

BLASTX 

g2662343 

471 

2.0e-47 

106 

87 

(D63581) EF-1 alpha [Oryza sativa] 
233162 

LIB3272-009-P1-K1-B8 

BLASTX 

gl34792 

226 

l.Oe-18 
89 

52 ' 

MICROSOMAL SIGNAL PEPTIDASE 21 KD SUBUNIT (SPC21) 

>gi_89064_pir A34229 signal peptidase (EC 3.4.99.-) 21K 

chain - dog >gi_164084 (J05069) signal peptidase 21 kDa 
subunit [Canis familiaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



233163 

LIB3272-009-P1-K1-C10 

BLASTX 

g445613 



33630 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



461 

3.0e-46 

120 

76 

ribosomal protein L7 [Solanum tuberosum] 
233164 

LIB3272-009-P1-K1-C11 

BLASTX 

g4468979 

304 

7.0e-28 

68 

84 

(AL035605) putative protein [Arabidopsis thaliana] 
233165 

LIB3272-009-P1-K1-C2 

BLASTX 

g2791834 

411 

l.Oe-46 

109 

82 

(AF041463) 



elongation factor 1-alpha [Manihot esculenta] 



233166 

LIB3272-009-P1-K1-C6 

BLASTX 

gl304227 

532 

2.0e-54 

133 

73 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233167 

LIB3272-009-P1-K1-C7 

BLASTX 

g67529 

223 

3.0e-18 
124 
44 . 

membrane alanyl aminopeptidase 
coli 



(EC 3.4.11.2) - Escherichia 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233168 

LIB3272-009-P1-K1-C8 

BLASTX 

g529353 

283 

3.0e-25 

97 

55 



33631 



NCBI Description 



(U12757) diphenol oxidase [Acer pseudoplatanus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI G-I- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233169 

LIB3272-009-P1-K1-C9 * 

BLASTX 

g3063396 

533 

l.Oe-54 

118 

85 

{AB012947) vcCyP [Vicia faba] 
233170 

LIB3272-009-P1-K1-D10 

BLASTX 

g543905 

694 

2.0e-73 

133 

95 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score ^ 

E value 

Match length 

% identity 

NCBI Description 



233171 

'LIB3272-009-P1-K1-D11 
BLASTX 
gl703446 
410 

3.0e-40 

122 

69 

L- ASPARAGINASE (L-ASPARAGINE AMI DO HYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi~735918_einb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233172 

LIB3272-009-P1-K1-D12 

BLASTX 

g484656 

488 

2.0e-49 

131 

71 

monodehydroascorbate reductase (NADH) (EC 1,6.5.4) - 
cucumber >gi_452165_dbj_BAA05408_ {D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

233173 

LIB3272-009-P1-K1-D4 

BLASTX 

g543905 

515 

2.0e-52 

106 

88 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 



33632 



brassinosteroid-regulated protein [Glycine ,max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq'. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233174 

LIB3272-009-P1-K1-D5 

BLASTX 

g3063396 

516 

l.Oe-52 

116 

84 

(AB012947) vcCyP [Vicia faba] 
233175 

LIB3272-009-P1-K1-D6 

BLASTX 

g3184082 

245 

8.0e-21 

131 

37 

{AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 



233176' 

LIB3272-0Q9-P1-K1-D7 

BLASTX 

gl076414 

366 

5.0e-35 

129 

57 

subtilisin-like proteinase (EC 
thaliana (fragment) >gi_757534 



3.4.21.-) - Arabidopsis 
emb CAA59963 (X85974) 



subtilisin-like protease [Arabidopsis thaliana] 
233177 

LIB3272-009-P1-K1-D8 

BLASTX 

g549063 

388 

l.Oe-37 

117 

66 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi 1072464 pir A38958 IgE-dependent histamine-releasing 
factor homoTog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

233178 

LIB3272-009-P1-K1-D9 

BLASTX 

g2564237 

558 

2.0e-57 

103 

100 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 



33633 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233179 

LIB3272-009-P1-K1-E11 

BLASTX 

g2160166 

460 

5.0e-46 
133 

64 . u 1 • 1 

(AC000132) No definition line found [Arabidopsis thalianaj 

233180 

LIB3272-009-P1-K1-E12 

BLASTX 

g2500399 

503 

4.0e-51 

114 

91 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_179561 (S83098) 
ribosomal protein S3 [Aitibystoma niexicanum=Mexican axolotls, 
embryos, Peptide, 253 aa] [Ambystoma mexicaniam] 

233181 

LIB3272-009-P1-K1-E5 - :. 

BLASTX 

gl657621 

395 

2.0e-38 ^. 

117 

67 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

233182 

LIB3272-009-P1-K1-E6 

BLASTX 

g2146774 

342 

l.Oe-45 
115 
80 

serine acetyltransferase (EC 
thaliana >gi_905391 (U30298) 
[Arabidopsis thaliana] 



2.3.1.30) Sat-52 - Arabidopsi 
serine acetyltransferase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233183 

LIB3272-009-P1-K1-E7 

BLASTX 

gl332579 

550 

l.Oe-56 

112 

10 

(X98063) • polyubiquitin [Pinus sylvestris] 



Seq. No. 



233184 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-009-P1-K1-E9 

BLASTX 

g2739044 , 

575 < ' 

2.0e-59 

134 

80 

{AF024 651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

233185 

LIB3272-009-P1-K1-F10 

BLASTX 

g2739279 

341 

4.0e-32 

118 

59 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 

233186 

LIB3272-009-P1-K1-F5 

BLASTX 

g3046695 

196 

4.0e-15 

60 

62 

(AL022224) putative protein [Arabidopsis thaliana] 
233187 

LIB3272-009-P1-K1-F7 

BLASTX 

gl31385 

555 . 

3.0e-57 

134 ^ 

84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 

233188 

LIB3272-009-P1-K1-F8 

BLASTX 

gll73218 

489 

2.0e-49 
110 
8 9 

40S RIBOSOMAL PROTEIN S15A >gi_440824 {L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 



233189 



33635 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length. 
% identity 
,NCBI Description 



LIB3272-009-P1-K1-F9 

BLASTX 

g82734 

617 

2.0e-64 

124 

30 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

233190 

LIB3272-009-P1-K1-G11 

BLASTX 

g3986695 

570 

5.0e-59 

122 

93 

(AF101423) ribosomal protein L12 [Cichorium intybus] 
233191 

LIB3272-009-P1-K1-G12 

BLASTX 

g2160166 

328 • 

l.Oe-30 

130 

57 

(AC000132) No definition line found [Arabidopsis thaliana] 
233192 

LIB3272-009-P1-K1-G5 

BLASTX 

g4193388 

4 62 

3.0e-46 

113 

81 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233193 

LIB3272-009-P1-K1-G7 

BLASTX 

g2911039 

397 

l.Oe-38 

115 

65 

{AL021961) cinnamyl alcohol dehydrogenase 
[Arabidopsis thaliana] 

233194 

LIB3272-009-P1-K1-G9 

BLASTX 

g4539417 

288 



like protein 



33636 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
' Method 
NCBI GI 
BLAST .score 
E value 
Match length 
% identity 
NCBI Description 



7.0e-26 

69 

75 

(AL049171) putative protein [Arabidopsis thaliana] 
233195 

LIB3272-009-P1-K1-H11 

BLASTX 

g3928760 

306 

5.0e-28 

124 

54 

(AB011797) homolog to plastid-lipid-associated protein 
[Citrus unshiu] 

233196 

LIB3272-009-P1-K1-H2 

BLASTX 

g2944417 

197 

l.Oe-22 

112 

56 

(AF049881) peroxidase FLXPER4 [Linum usitatissimum] 
233197 

LIB3272-009-P1-K1-H3 

BLASTX 

g2440042 

176 

2.0e-13 

37 

89 

(AJ001292) major intrinsic protein PIP.a2 [Craterostigma 
.plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233198 

LIB3272-009-P1-K1-H6 

BLASTX 

gl31773 

571 

5.0e-59 

134 

87 

4 OS RIBOSOMAL 
>gi_82724_pir 
maize 



PROTEIN S14 (CLONE MCH2) 
B30097 ribosomal protein S14 



(clone MCH2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI ' 
BLAST score 
E value 
Match length 
% identity 



233199 

LIB3272-009-P1-K1-H8 

BLASTX 

g370'2368 

403 

2.0e-39 

104 

75 



33637 



NCBI Description 



(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233200 

LIB3272-009-P1-K1-H9 

BLASTX 

g4510413 

143 

7.0e-09 

113 

36 

(AC0.06929) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



233201 

LIB3272-010-P1-K1-A10 
BLASTX 
g4191788 
462 

3.0e-46 

129 
66 

NCBI Description^ ^{AC005917) putative 1-aminocyclopropane-l-carboxylate 
oxidase- [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233202 

LIB3272-010-P1-K1-A12 

BLASTX 

g3617770 

422 

8.0e-42 

98 

81 

(Y14329) threonyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233203 

LIB3272-010-P1-K1-A3 

BLASTX 

g2970051 

372 

9.0e-36 

95 

73 

(AB012110) ARGIO [Vigna radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



233204 

LIB3272-010-P1-K1-A5 

BLASTX 

g285741 

338 

9.0e-32 

109 

59 

(D14550) .EDGP precursor [Daucus carota] 
233205 

LIB3272-010-P1-K1-A6 



33638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3158476 

413 

l.Oe-40 

97 

81 

{AF067185) 



aquaporin 2 [Samanea saman] 



233206 

LIB3272-010-P1-K1-B10 

BLASTX 

g4102582 

248 

3.0e-21 

115 • 
26 

(AF013115) CAO [Arabidopsis thaliana] 
233207 

LIB3272-010-P1-K1-B11 

BLASTX 

g2462929 

441 

7.0e-44 

121 

67 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
233208 

LIB32-72-010-P1-K1-B12 

BLASTX 

gl351014 

459 

7.0e-46 
112 ■ 
83 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207;^--' (D38010) 
ribosomal protein S8 [Oryza sativa] 

233209 

LIB3272-010-P1-K1-B2 

BLASTX 

gl619300 

275 

3.0e-24 

63 

79 

(X95269) LRR protein [Lycopersicon esculentum] 
233210 

LIB3272-010-P1-K1-B3 

BLASTX 

g3320379 

314 

3.0e-31 

116 

69 



33639 



NCBI ^Description 



(AF014375) putative JUN kinase activation domain binding 
protein [Medicago sativa'l 



Seq. No. 
•Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233211 

LIB3272-010-P1-K1-B4 

BLASTX 

g3157936 

193 

9.0e-15 

91 

45 

(AC002131) Contains similarity to NFATc3 gb_U28807 from Mus 
musculus. [Arabidopsis thaliana] 

233212 

LIB3272-010-P1-K1-B5 

BLASTX 

gl351014 

489 

2.0e-49 

130 

76 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj^BAA07207_ (D38010) 
ribosomal protein S8 '[Oryza sativa] 

233213 

•LIB3272-010-P1-K1-B7 

BLASTX 

g4469003 

248 

3.0e-21 

86 

51 

(AL035602) putative protein [Arabidopsis thaliana] 
233214 

LIB3272-010-P1-K1-B8 

BLASTX 

gl666234 

296 

5.0e-27 

56 

100 

(U76193) actin [Pisum sativum] >gi_1724143 (U81049) actin 
[Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match lengths - 

% identity 

NCBI Description 



233215 

LIB3272-010-P1-K1-B9 

BLASTX 

g2160166 

256 

3.0e-22 
118 
54 

(AC000132) No 



definition line found [Arabidopsis thaliana] 



Seq. No. 



233216 



33640 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-010-P1-K1-C1 

BLASTX 

g2119278 

563 

4.0e-58 

105 

96 

tubulin beta-1 chain 



rice 



233217 

LIB3272-010-P1-K1-C11 

BLASTX 

gll70747 

302 

l.Oe-27 

73 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167 34 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233218 

LIB3272-010-P1-K1-C4 
BLASTX 
g4490705 
505 ' 
2.0e-51 
116 
87 

(AL035680) 
thaliana] 



ribosomal protein L14-like protein [Arabidopsis 



233219 

LIB3272-010-P1-K1-C5 
BLASTX 

gl00490 . ' 

625 

2.0e-65 

128 

28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA4 8140_ (X67957) ubiquitin [Antirrhinum 
majus] 

233220 

LIB3272-010-P1-K1-C6 

BLASTX 

g4538967 

548 

2.0e-56 

131 

83 

(AL049488) major intrinsic protein (MlP)-like [Arabidopsis 
thaliana] 



Seq. No. 



233221 



33641 



Seq. ID LIB3272-010-P1-K1-C7 

Method BLASTX 

NCBI GI g2129758 

BLAST score 316 

E value 2.0e-29 

Match length 75 

% identity 79 . ^.^ • 

NCBI Description ubiquitin conjugating enzyme E2 protein - Arabidopsis 

thaliana >gi_992704 {U33757) UBC7 [Arabidopsis thaliana] 

Seq. No. 233222 

Seq. ID LIB3272-010-P1-K1-D1 

Method BLASTX 

NCBI GI g4490321 

BLAST score 431 

E value l.Oe-42 

Match length 132 

% identity 64 , . ^ . • i 

NCBI Description (AJ011604) nitrate transporter [Arabidopsis thaliana] 

Seq. No. 233223 

Seq. ID LIB3272-010-P1-K1-D10 

Method BLASTX 

NCBI GI g2792297 

BLAST score 261 

E value- 9,0e-23 

Match length 77 

% identity 58 - . 

NCBI Description (AF039183) GAST-like gene product [Fragaria x ananassa] 

Seq. No. 233224 

Seq. ID LIB3272-010-P1-K1-D11 

Method BLASTX 

NCBI GI g2497953 

BLAST score 2 93 

E value l.Oe-26 

Match length 95 

% identity 65 

NCBI Description MOLYBDOPTERIN BIOSYNTHESIS CNXJ PROTEIN (MOLYBDENUM 

COFACTOR BIOSYNTHESIS ENZYME CNXl) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_44 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 

Seq. No. 233225 

Seq. ID LIB3272-010-P1-K1-D2 

Method BLASTX 

NCBI GI g4033467 

BLAST score 416 

E value 6.0e-41 

Match length 130 

% identity 51 ^ 

NCBI Description ARGININE/SERINE-RICH SPLICING FACTOR RSP31 

>gi_1707366_emb_CAA67798_ (X99435)- splicing factor 
[Arabidopsis thaliana] 

Seq. No. 233226 



33642 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
.<:Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-010-P1-K1-D3 

BLASTX 

g4454097 

158 

9.0e-ll 
51 
63 

(X85206) 



hybrid proline-rich protein [Catharanthus roseus] 



233227 

LIB3272-010-P1-K1-D5 

BLASTX 

g2662343 

577 

8.0e-60 

110 

100 

{D63581) EF-1 alpha [Oryza sativa] 
233228 

LIB3272-010-P1-K1-D7 

BLASTX 

g3559805 

515 

l.Oe-52 

119 

76 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity' 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length , 



233229 

LIB3272-010-P1-K1-D9 

BLASTX 

g693933 

180 

6.0e-28 

123 

50 

(X84907) carbonate dehydratase [Homo sapiens] 
233230 

LIB3272-010-P1-K1-E12 

BLASTX 

g3928150 

559 

9.0e-58 

128 

87 

(AJ131049) hypothetical protein [Cicer arietinum] 
233231 

LIB3272-010-P1-K1-E5 

BLASTX 

g4455223 

173 

2.0e-12 
38 



33643 



% identity 82 

NCBI Description (AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233232 

LIB3272-010-P1-K1-E7 

BLASTX 

g4193388 

298 

3.0e-27 

70 

81 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq-. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID, 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233233 

LIB3272-010-P1-K1-E8 

BLASTX 

g3641868 

197 

3.0e-15 

50 

76 

(AJ011012). hypothetical protein [Cicer arietinum] 
233234 

LIB3272-010-P1-K1-E9 

BLASTX 

g4218121 

167 

l.Oe-11 

39 

74 

(AL035353) putative protein [Arabidopsis thaliana] 
233235 

LIB3272-010-P1-K1-F1 

BLASTX 

g730449 

484 

■7.0e-49 
113 
78 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi_398918_eitib_CAA80341_ (Z22618) coPd induced protein 
(BnC24A) [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233236 

LIB3272-010-P1-K1-F10 

BLASTX 

gll72977 

427 

3.0e-42 

100 

81 

60S RIBOSOMAL PROTEIN L18 >gi 606970 (015741) cytoplasmic 



33644 



ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233237 

LIB3272-010-P1-K1-F12 

BLASTX 

g2129630 

208 

2.0e-16 

76 

46 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA65750_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233238 

LIB3272-010-P1-K1-F2 

BLASTX 

g3360289 

238 

5.0e-20 
74 

58 . , . 

(AF023164) leucine-rich repeat transmembrane protein kinase 

1 [Zea mays] - - 

233239 

LIB3272-010-P1-K1-F5 
BLASTX ^ : 

g729470 
234 

7.0e-20 

70 

66 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089 pir JQ2272. formate dehydrogenase (EC 1.2.1.2) 

precursor, "mitochondrial - potato >gi_2977 98_emb_CAA7 97 02_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
• [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E valuie 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233240 

LIB3272-010-P1-K1-F6 

BLASTX 

gl694621 

366 

5.0e-35 

109 

69 

(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 
233241 

LIB3272-010-P1-K1-F7 

BLASTX 

gll70747 

302 

l.Oe-27 
73 



33645 



% identity 

NCBI Description 



Seq. No. 
Seq., ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi^l67345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein (Gossypium hirsutum] 

233242 

LIB3272-010-P1-K1-F8 

BLASTX 

g3868758 

230 

4.0e-19 
100 

63 . ^ 

{D89802) elongation factor IB gamma [Oryza sativa] 

233243 

LIB3272-010-P1-K1-F9 

BLASTX 

g3668089 

212 

5.0e-17 

78 
47 

(AC004 667) unknown protein [Arabidopsis thaliana] 
233244 

LIB3272-010-P1-K1-G1 

BLASTX ' -V 

gll07526 

511 

5.0e-52 

128 

75 

(X87931) SIEPIL protein [Beta vulgaris] 

233245 ■ 

LIB3272-010-P1-K1-G12 

BLASTX 

g431144 

201 

9.0e-16 

116 

47 

(D21824) HSP70 [Lilium longiflorum] 
233246 

LIB3272-010-P1-K1-G7 

BLASTX 

g462195 

385 

3.0e-37 

81 

91 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi 100682_pir S21636 G0S2 protein - rice 

>gi"20238_emb_CAA36190_ {X51910) G0S2 JOryza sativa] 



33646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

233247 

LIB3272-010-P1-K1-G8 

BLASTX 

gl33940 

451 

6.0e-45 

109 

87 

40S RIBOSOMAL PROTEIN S3A (SlA) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

233248 

LIB3272-010-P1-K1-H10 

BLASTX 

g549620 

169 

6.0e-12 

101 

39 

HYPOTHETICAL 46.5 KD PROTEIN IN MRS4-DYN1 INTERGENIC REGION 

>gi_539263_pir S38127 hypothetical protein YKR053c - yeast 

(Saccharomyces cerevisiae) >gi_48 6509_einb_CAA82131_ 
{Z28278) ORE YKR053c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



233249 

LIB3272-010-P1-K1- 

BLASTX 

g2129583 

316 

3.0e-29 
83 
77 

ferritin 
(X94248) 



H4 



- Arabidopsis thaliana >gi_124 6401_emb_CAA63932_ 
ferritin [Arabidopsis thaliana] . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233250 

LIB3272-010-P1-K1-H5 

BLASTX 

g3868758 

430 

l.Oe-42 

105 

75 

(D89802) elongation factor IB gamma [Oryza sativa] 
233251 

LIB3272-010-P1-K1-H8 

BLASTX 

g508304 

212 

5.0e-17 

51. 



33647 



% identity 80 

NCBI Description (L22305) corC [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233252 

LIB3272-011-P1-K1-A12 

BLASTX 

g2662343 

606 

4.0e-63 

116 

100 

(D63581) EF-1 alpha [Oryza- sativa] 
233253 

LIB3272-011-P1-K1-A3 

BLASTX 

g2662343 

653 

l.Oe-68 

125 

100 

(D63581) EF-1 alpha [Oryza sativa] 
233254 

LIB3272-011-P1-K1-A5 

BLASTX 

gl279588 

405 

l.Oe-39 

114 

68 

(Z71749) glutathione S-transf erase [Nicotiana 
plumbaginifolia] 

233255 

LIB3272-011-P1-K1-A6 

BLASTX 

gl263291 

565 

2.0e-58 

117 

88 

(U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
233256 

LIB3272-011-P1-K1-A8 

BLASTX 

gl20669 

229 

3.0e-19 

54 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ {X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



33648 



Seq. No. 

Seq. id' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233257 

LIB3272-011-P1-K1-B1 

BLASTX 

gll70747 

338 

l.Oe-31 

79 

84 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233258 

LIB3272-011-P1-K1-B11 

BLASTX 

g3033391 

538 

3.0e-55 

132 

78 

(AC004238) putative amino acid transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233259- ■ - 

LIB3272-011-P1-K1-B2 

BLASTX 

g3953463 

254 

7.0e-22 
93 

52 . . 

(AC002328) F20N2.8 [Arabidopsis thaliana] 

233260 

LIB3272-011-P1-K1-B3 

BLASTX 

g3914605 

348 

7.0e-33 

117 

61 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_541930_pir S39551 

ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
apple tree >gi_415852_emb_CAA79857_ (Z21794) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 
[Malus domestical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233261 

LIB3272-011-P1-K1-B8 

BLASTX 

gl632822 

184 

6.0e-14 
69 



33649 



% identity 

NCai Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(¥08962) transmembrane protein [Oryza sativa] >gi_1667 594 
(U77297) transmembrane protein [Oryza sativa] 

233262 

LIB3272-011-P1-K1-B9 

BLASTX 

g2160166 

328 

l.Oe-30 

130 

57 

(AC000132) No definition line found [Arabidopsis thaliana] 
233263 

LIB3272-011-P1-K1-C1 

BLASTX 

gl928981 

261 

3.0e-23 

55 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E*value 

Match length 

% identity 

NCBI Description 



233264 

LIB3272-011-P1-K1-C11 

BLASTX 

g2642154 

204 

5.0e-16 

124 

44 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) -RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

233265 

LIB3272-011-P1-K1-C12 
BLASTX . " ' 

g3094012 
367 

4.0e-35 
75 

87 . . . 

(AF060569) cold-regulated LTC0R12 [Lavatera thuringiaca] 

233266 

LIB3272-011-P1-K1-C3 

BLASTX 

g4185819 

192 ^ 

l.Oe-14 

47 

68 

(AF116845) metallothionein-like type 1 protein [Ipomoea 
batatas] 



33650 



Seq. No, 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233267 

LIB3272-011-P1-K1-C4 

BLASTX 

g3790569 

171 

4.0e-12 
51 
53 

{AF078822) 
thai i ana] 



RING-H2 finger protein RHA2a [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Sdq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233268 

LIB3272-011-P1-K1-C6 

BLASTX 

g2961372 

647 

6.0e-68 

126 

94 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ {AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

233269 

LIB3272-011-P1-K1-D1 

BLASTX 

g2583134 

198 

2.0e-15 
62 

65 . 
(AC002387) putative proline-rich protein [Arabidopsis 

thaliana] 
233270 

LIB3272-011-P1-K1-D11 

BLASTX 

g3643609 

434 

5.0e-43 

134 

65 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

233271 

LIB3272-011-P1-K1-D12 

BLASTX 

g4426565 

165 

2.0e-ll 

87 

40 

{AF031483) unknown -[Rattus norvegicus] 



Seq. No. 



233272 



33651 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No.' 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3272-011-P1-K1-D2 

BLASTX 

gl743354 

416 

7.0e-41 
96 

"79 . ^ ^ 

(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 

233273 

LIB3272-011-P1-K1-D8 

BLASTX 

g2499945 

416 

7.0e-41 

131 

64 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_4 4 3818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

233274" 

LIB3272-011-P1-K1-D9 

BLASTX 

gl076510 

555 

3.0e-57 
122 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kxdney bean 
>gi_829119_einb_CAA52414_ (X74403) cyclophilin [Phaseolus 
vulgaris] 

233275 

LIB3272-011-P1-K1-E10 

BLASTX 

g3158376 

431 

l.Oe-42 

118 

75 

(AF035385) unknown [Arabidopsis thaliana] 
233276 

LIB3272-011-P1-K1-E2 

BLASTX 

g401322 

273 

4.0e-24 

67 - ^ 

82 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_167313 (L03186) vacuolar H+-ATPase catalytic 



33652 



subunit [Gossypiuin hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
^NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
" Seq. ID 
Method 
NCBI GI 



233277 

LIB3272-011-P1-K1-E3 

BLASTX 

g4455171 

527 

6.0e-54 

131 

74 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
233278 

LIB3272-011-P1-K1-E4 

BLASTX 

g2662343 

534 

8.0e-55 

104 

99 

(D63581:) EF-1 alpha [Oryza sativa] 

233279 
' LIB3272-011-P1-K1-E6 
BLASTX 
g2811025 
233 

2.0e-19 
77 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4181^dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

233280 

LIB3272-011-P1-K1-E9 
BLASTX 
g3063396 
363 

6.0e-35 
76 
88 

(AB012947) vcCyP [Vicia faba] 
233281 

LIB3272-011-P1-K1-F1 
BLASTX 
g3522943 
415 

9.0e-41 
135 
31 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
233282 

LIB3272-011-P1-K1-F10 
BLASTX 
g3094012 



33653 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



369 

3.0e-36 
96 

82 ^ . . . , 

(AF060569) cold-regulated LTC0R12 [Lavatera thuringiaca] 

23328 3 

LIB3272-011-P1-K1-F12 

BLASTX 

gl076621 

560 

9.0e-58 
119 
8 5 

cytochrome b5 • - common tobacco >gi_296386_emb_CAA50575_ 
(X71441) cytochrome b5 [Nicotiana tabacum] 

233284 

LIB3272-011-P1-K1-F3 

BLASTX 

g464986 

256 

2.0e-22 
54 

89 ' 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 

LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi 421857_pir S32674 ubiquitin--protein ligase (EC 

6.372.19) UBC9 - Arabidopsis thaliana 
>gi 297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protem 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233285 

LIB3272-011-P1-K1-F5 

BLASTX 

gl703446 

386 

2.0e-37 

122 

65 

L-ASPARAGINASE ( L-ASPARAGINE AMIDOHYDROLASE ) 

>gi 1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi"735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233286 

LIB3272-011-P1-K1-F6 

BLASTX 

gl33940 

140 

l.Oe-08 
39 



33654 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identi'ty 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



72 

40S RIBOSOMAL PROTEIN S3A (SIA) >gi_70851_pir R3XL3A 

ribosomal protein S3a - African clawed frog 
>gi_65091_emb_CAA40592_ (X57322) ribosomal protein Sla 
[Xenopus laevis] 

233287 

LIB3272-011-P1-K1-G1 

BLASTX 

g231587 

331 

4.0e-31 

80 

85 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_283001_pir S25304 H+-transporting ATP synthase (EC 

3.671.34) beta chain precursor, mitochondrial - rice 
>gi_218147_dbj_BAA01372_ (D10491) mitochondrial Fl-ATPase 
[Oryza sativa] 

233288 

LIB3272-011-P1-K1-G10 

BLASTX 

g3643609 

434 

5.0e-43 

133 

65 

(AC005395) p.utative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

23328 9 

LIB3272-011-P1-K1-G11 

BLASTX 

g3334261 

141 

l.Oe-08 

48 

56 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_1655851 (U61973) 
metallothionein-like protein [Malus domestical 

233290 

LIB3272-011-P1-K1-G12 

BLASTX 

g629597 

362 

l.Oe-34 

83 

80 

proline-rich. protein - rape >gi_54 5029_bbs_14 2669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

233291 • " 

LIB3272-011-P1-K1-G5 

BLASTX 



33655 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl22085 
493 

6.0e-50 

115 - 
87 

HISTONE H3 >gi_8164 l_pir S06250 histone H3 - ArabidopsiS 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi 20251 emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 {M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[ArabidopsiS thaliana] >gi_387567 (M17131) histone H3 
[ArabidopsiS thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[ArabidopsiS thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_^CAA57811_ C5C82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3. [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [ArabidopsiS thaliana]" 

>gT_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [ArabidopsiS thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233292 

LIB3272-011-P1-K1-H1 

BLASTX 

gl20669 

576 

l.Oe-59 

114 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566__emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233293 

LIB3272-011-P1-K1-H2 

BLASTX 

g3759184 

283 

3.0e-25 

135 

50 

(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



233294 . 

LIB3272-011-P1-K1-H3 
BLASTX 



33656 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2347098 

340 . 

6.0e-32 

69 

90 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_44 90742_emb_CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

233295 

LIB3272-011-P1-K1-H6 

BLASTX 

g3894178 

269 

l.Oe-23 

57 

86 

(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

233296 

LIB3272-011-P1-K1-H7 

BLASTX 

gll70748 

337 

l.Oe-31 

79 

84 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-D >gi_16734 9 
(M88323) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167351 (L01102) late embryogenesis-abundant 
protein [Gossypium hirsutum] 

233297 

LIB3272-012-P1-K1-A10 

BLASTX 

g508304 

261 

9.0e-23 
' 61 
80 

(L22305) corC [Medicago sativa] 
233298 

LIB3272-012-P1-K1-A11 

BLASTX 

g4510373 

291 

3.0e-26 

109 

56 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



233299 

LIB3272-012- 

BLASTX 



P1-K1-A12 



33657 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
^Match length 
% identity 
NCBI Description 



gll3621 . 
486 

4.0e-49 ' * 

110 

87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68196 pir ADZM f ructose-bisphosphate aldolase (EC 
4 lT2.13)7 cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624_prf_1307278A 
cytoplasmic aldolase [Zea mays] 

233300 

LIB3272-012-P1-K1-A6 

BLASTX 

gl332579 

456 

5.0e-56 

120 

9 

(X98063) polyubiquitin [Pinus sylvestris] 
233301 

LIB3272-012-P1-K1-B12 

BLASTX 

gl732511 

447 

l.Oe-44 

99 

85 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233302 

LIB3272-012-P1-K1-B2 

BLASTX 

g2895866 

472 

2.0e-47' 

138 

64 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233303 
LIB3272-012 
BLASTX 
gl928981 
583 

2.0e-60 
122 
63 

(U92651) 
oleracea var 



Pl-Kl-Cl 



tonoplast intrinsic protein bobTIP26-l [Brassica 
botrytis] 



Seq. No. 
Seq. ID 



233304 

LIB3272-012-P1-K1-C10 



33658 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl769903 

376 

3.0e-36 

118 

59 

(X95738) 



proline transporter 2 [Arabidopsis thaliana] 



233305 

LIB3272-012-P1-K1-C11 

BLASTX 

gl666234 

276 

5.0e-32 

87 

79 

(U76193) actin [Pisum sativum] >gi_1724143 (U81049) act 
[Pisum sativum] 



233306 

LIB3272-012-P1-K1-C3 

BLASTX . 

g2388575 

261 r 

l.Oe-22 

130 

40 

(AC000098) YUP8H12.18 



[Arabidopsis thaliana] 



233307 

LIB3272-012-P1-K1-C4 

BLASTX 

g4335763 

251 

2.0e-21 
90 

50 - 

(AC0p6284) unknown protein [Arabidopsis thaliana] 
233308 

LIB3272-012-P1-K1-C6 

BLASTX 

g3941543 

193 

l.Oe-14 

54 

70 

(AF069497) pelota [Arabidopsis thaliana] 
>gi_4469016_emb_CAB38277_ (AL035602) pelota (PELl) 
[Arabidopsis thaliana] 

233309 

LIB3272-012-P1-K1-C7 

BLASTX 

g3290020 

518 

8.0e-53 



33659 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI, Description 

Seq. No. 

Seq. ID 

Method 

mBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 



116 . ^ - 

88 

(AF044172) cysteine synthase; CS-A; 0-acetylserine (thiol) 
lyase; cytosolic isoform [Solanum tuberosum]^ 

233310 

LIB3272-012-P1-K1-D10 

BLASTX 

g2244754 

505 

2.0e-51 

111 

80 

(Z97335) heat shock transcription factor homolog 
[Arabidopsis thaliana] 

233311 

LIB3272-012-P1-K1-D11 

BLASTX 

g2980793 

547 

3.0e-56 
135 

"73 . ' - , . 

(AL022197) putative protein [Arabidopsis thalianaj 

233312 

LIB3272-012-P1-K1-D12 

BLASTX 

g3242783 

352 

l.Oe-36 

120 

72 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 

233313 

LIB3272-012-P1-K1-D2 

BLASTX 

g2995949 

382 

7.0e-37 
79 

67 ni' 1 

(AF053563) ubiquitin [Mesembryanthemiom crystallmumj 
233314 

LIB3272-012-P1-K1-D3 

BLASTX 

g3834309 

325 

3.0e-30 

110 

52 

(AC005679) Strong similarity to glycoprotein EPl gb_L16983 
Daucus carota and a member of S locus glycoprotein family 



33660 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
'gb_W43262 come from this gene. [Arabidopsis thaliana] 

233315 

LIB3272-012-P1-K1-D6 

BLASTX 

g4056494 

255 

5.0e-22 
130 
50 

{AC005896) 
thaliana] 



putative protein translocase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233316 

LIB3272-012-P1-K1-D7 

BLASTX 

gl483218 

236 

9.0e-20 

64 

67 

(X99793) induced upon wounding stress [Arabidopsis 
thaliana] " 

233317 

LIB3272-012-P1-K1-D8 

BLASTX 

g2911060 

291 

3.0e-26 

113 

38 

(AL021961) putative protein [Arabidopsis thaliana] 
>gi_3297826_emb_CAA19884.1_ (AL031032) putative protein 
[Arabidopsis thaliana] - 

233318 

LIB3272-012-P1-K1-D9 

BLASTX 

gl706918 

250 

2.0e-21 

107 

49 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 

233319 

LIB3272-012-P1-K1-E12 

BLASTX 

g3955021 

591 

2.0e-61 
129 

88 . ^ ^ 

(AJ010811) HB2 homeodomain protein [Populus tremuia x 



33661 



Populus. tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233320 

LIB3272-012-P1-K1-E2 

BLASTX 

gl279206 

565 

2.0e-58 

124 

89 

(X97446) alpha-tubulin [Avena sativa] 
233321 

LIB3272-012-P1-K1-E7 

BLASTX 

g399392 

323 

6.0e-30 

107 

65 

DIHYDROLIPOAMIDE DEHYDROGENASE PRECURSOR (GLYCINE CLEAVAGE 

SYSTEM L PROTEIN) >gi_100037_pir S22384 dihydrolipoamide 

dehydrogenase (EC 1.8.1.4) - garden pea 
>gi_20806_erab_CAA45066_ (X634 64) dihydrolipoamide 
dehydrogenase [Pisum sativum] 

233322 

LIB3272-012-P1-K1-E8 

BLASTX 

g2267567 

398 

9.0e-39 

86 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
X hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

233323 

LIB3272-012-P1-K1-F11 

BLASTX 

g3292817 

249 

3.0e-21 

80 

68 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
233324 

LIB3272-012-P1-K1-F4 

BLASTX 

g2558655 

157 

4.0e-18 

77 

64 

(AC002354) No definition line found [Arabidopsis thaliana] 



33662 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233325 

LIB3272-012-P1-K1-F6 

BLASTX 

gll70747 

331 

6.0e-31 

78 

83 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167 345 
(MB8324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 {M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233326 

LIB3272-012-P1-K1-F7 

BLASTX 

gll70747 

172 

2.0e-12 

40 

93 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A .>gi_167345 
{M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233327 

LIB3272-012-P1-K1-F8 

BLASTX 

g2160166 

319 

2.0e-29 

129 

57 

(AC000132) No definition line found [Arabidopsis thaliana] 
233328 

LIB3272-012-P1-K1-F9 

BLASTX 

gl621268 

375 

3.0e-36 

112 

70 

(Z81012) unknown [Ricinus communis] 
233329 

LIB3272-012-P1-K1-G10 

BLASTX 

g629483 

325 

3.0e-30 

115 

57 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 



33663 



>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

233330 

LIB3272-012-P1-K1-G11' 

BLASTX 

g3851636 

582 

2.0e-60 

133 

83 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

233331 

LIB3272-012-P1-K1-G12 

BLASTX 

gl703375 

606 

4.0e-63 

119 

99 

ADP-RIBOSYLATION FACTOR 1 >gi_9654 83_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 233332 

Seq. ID LIB3272-012-P1-K1-G2 

Method BLASTX 

NCBI GI g2443757 

BLAST score 243 

E value 7.0e-21 

Match length 69 

% identity 68 . ^ , ■ 

NCBI Description (AF020434) cyclophilin [Arabidopsis thaliana] 

Seq. No. 233333 

Seq. ID LIB3272-012-P1-K1-G3 

Method BLASTX 

NCBI GI g3641312 

BLAST score 552 - 

E value 7.0e-57 

Match length 121 

% identity 85 

NCBI Description (AF087412) AJH2 [Arabidopsis thalxana] 

Seq. No. 233334 

Seq. ID LIB3272-012-P1-K1-G4 

Method BLASTX 

NCBI GI g2970051 

BLAST score 649 

E value 3.0e-68 

Match length 137 

% identity 91 

NCBI Description (AB012110) ARGIO [Vigna radiata] 

Seq. No. 233335 

Seq. ID LIB3272-012-P1-K1-G7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl22770 

491 

l.Oe-49 

126 

81 

HEMOGLOBIN II >gi_99509_pir S13378 hemoglobin II - swamp 

oak >gi_18015_emb_CAA37898_ (X53950) hemoglobin [Casuarina 
glauca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



233336 

LIB3272-012-P1-K1-H11 

BLASTX 

g2463569 

466 

7.0e-48 

111 

82 

(AB007503) squalene synthase [Glycine max] 
233337 

LIB3272-012-P1-K1-H3 

BLASTX 

gl32853 

279 

3.0e-37 
122 

63 • 

60S RIBOSOMAL PROTEIN L2 >gi_7107 6_pir R5D02 ribosomal - 

protein L8.e - slime mold ( Dictyostelium discoideum) 
>gi_7355_emb_CAA337 41_ (X15710) ribosomal protein L2 (AA 
1-237) [Dictyostelium discoideum] 

233338 

LIB3272-012-P1-K1-H6 

BLASTX 

g3337367 

202 

9.0e-16 

95 

45 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
233339 

LIB3272-012-P1-K1-H9 

BLASTX 

g224293 

410 

3.0e-40 

82 

100 

histone H4 [Triticum aestivum] 
23334 0 

LIB3272-013-P1-K1-A1 

BLASTX 

g2462762 



33665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 

8.0e-15 

100 

47 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

233341* 

LIB3272-013-P1-K1-A12 

BLASTX 

g2129759 

4 93 

6.0e-50 
128 

78 ' . ^ n . 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

233342 

LIB3272-013-P1-K1-A2 

BLASTX ■ 

g3204106 

123 • ' 

9.0e-ll 

66 

58 . . 1 

(AJ006763) putative beta-amilase [Cicer arietinumj 

233343 

LIB3272-013-P1-K1-A3 

BLASTX 

g2924509 

274 

3.0e-24 
95 
55 

(AL022023) 
thaliana] 



subtilisin proteinase - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233344 

LIB3272-013-P1-K1-A6 

BLASTX 

g481236 

246 

5.0e-21 

60 

80 

hypothetical protein - Madagascar periwinkle 
>gi_407410_emb_CAA81526_ (Z26880) 14 kDa polypeptide 
[Catharanthus roseus] 

233345 

LIB3272-013-P1-K1-A7 

BLASTX 

g2462753 

172 



33666 



E value 
Match length 
% identity 
NCBI Description 



2.0e-12 
. 43 
72 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



233346 

LIB3272-013-P1-K1 

BLASTX 

g3492806 

204 

l.Oe-17 
107 
55 

{AJ225045) 
domestical 



-A8 



adventitious rooting related oxygenase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233347 

LIB3272-013-P1-K1-A9 

BLASTX 

g2462753 

168 

7..0e-12 

43 ■ ■ 

72 . ~ • ^ . 

(AC002292) putative polygalacturonase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233348 

LIB3272-pl3-Pl-Kl-Bl 

BLASTX 

g3252868 

224 

2.0e-18 

77 

53 

(AF033536)- putative zinc transporter [Arabidopsis thaliana] 
233349 

LIB3272-013-P1-K1-B10 

BLASTX 

g4567301 

179 

3.0e-13 
54 

63 . . u 1 • 1 

(AC005956) putative protein Icinase [Arabidopsis thalianaj 

233350 

LIB3272-013-P1-K1-B11 

BLASTX 

gll72873 

536 

5.0e-55 
• 128 
70 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_54 18 57_pir JN0719 



33667 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_4 35619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 

233351 

LIB3272-013-P1-K1-B12 

BLASTX 

g2213852 

200 

l.Oe-15 

87 

52 

(AF003007) WTLl [Vitis vinifera] 
233352 

LIB3272-013-P1-K1-B3 

BLASTX 

g3868758 

417 

5.0e-41 

100 

76 

(D89802) elongation factor IB gamma [Oryza sativa] 
233353 

LIB3272-013-P1-K1-B4 

BLASTX 

g2739365 

540 ' 

2.0e-55 

119 

80 

(AC002505) unknown protein [Arabidopsis thaliana] 
233354 

LIB3272-013-P1-K1-B6 

BLASTX 

g4006854 

37 9 

l.Oe-36 

118 

65 

(Z99707) putative protein [Arabidopsis thaliana] 
233355 

LIB3272-013-P1-K1-B9 

BLASTX 

gll3621 

483 

9.0e-49 
108 
8 8 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196 pir ADZM f ructose-bisphosphate aldolase (EC 

4.172.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ {X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 



33668 



cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233356 

LIB3272-013-P1-K1-C10 

BLASTX 

g2924520 

501 

7.0e-51 

106 

92 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

233357 

LIB3272-013-P1-K1-C11 

BLASTX 

g2576361 . 

514 

2.0e-52 

100 

91 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233358 

LIB3272-013-P1-K1-C2 

BLASTX 

g951427 

436 

3.0e-43 

100 

83 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

233359 

LIB3272-013-P1-K1-C4 

BLASTX 

gl67367 

498 

2.0e-50 

123 

80 

{L08199) peroxidase [Gossypium hirsutum] 
233360 

LIB3272-013-Pl-Kr-C7 

BLASTX 

g3281869 

264 

4.0e-23 

71 

72 

(AL031004) RSZp22 splicing factor [Ar.abidopsis thaliana] 
>gi 3435094 (AF033586)- 9G8-like SR protein [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233361 

LIB3272-013-P1-K1-C8 

BLASTX 

g40065d 

183 

l.Oe-13 

93 

42 

NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 
I-13KD-B) {CI-13KD-B) {B13) >gi_34 6535_pir_^S28244 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain CI-B13 - 
bovine >gi_238_einb_CAA44903_ (X63218) NADH dehydrogenase 
[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233362 

LIB3272-013-P1-K1-C9 

BLASTX 

gl658197 

584 

l.Oe-60 

122 

87 

(U74630) calreticulin [Ricinus communis] >gi_1763297 
(U74 631) calreticulin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233363 

LIB3272-013-P1-K1-D1 
BLASTX <^ 
g3094012 
360 

2.0e-34 
75 

(AF060569) cold-regulated ■LTC0R12 [Lavatera thuringiaca] 
233364. 

LIB3272-013-P1-K1-D10 

BLASTX 

g24 93130 

625 

2.0e-65 

121 

100 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 2 (V-ATPASE B 
SUBUNIT) >gi_459200 (U07053) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 

233365 

LIB3272-013-P1-K1-D11 

BLASTX 

g4323298 

228 

7.0e-19 

107 

46 

(AF099096) pulvinus outward-rectifying channel for 
potassium SPOCKl [Samanea saman] 



33670 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233366 

LIB3272-013-P1-K1-D4 

BLASTX 

g4567251 

514 

2.0e-52 

123 

80 

(AC007070) unknown protein [Arabidopsis thalianaj 
233367 

LIB3272-013-P1-K1-D6 

BLASTX 

g3080428 

321 

9.0e-30 

98 

56 

(AL022604) putative protein [Arabidopsis thaliana] 
233368 

LIB3272-013-P1-K1-D7 
BLASTX 
g3851636 
' 47 '4 
9.0e-48 
108 
82 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
4 OS ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233369 

LIB3272-013-P1-K1-E1 

BLASTX 

g4510363 

348 . 

6.0e-33 

81 ^ ' ' 

79 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

233370 

LIB3272-013-P1-K1-E10 

BLASTX 

g231536 

553 

5.0e-57 

130 

81 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi 16394 emb CAA45040_ (X63444) leucine aminopeptidase 
[Aribidopiis thaliana] >gi_4115380 (AC005967) putative 



33671 



leucine aminopeptidase [Arabidopsis thaliana] 



Seq. No. 


233371 


Seq. ID 


LIB3272-013-P1- 


Method 


dJjAo 1 a 


NCBI GI 




BLAST score 


T /I Q 


E value 




Match length . 


lie: 
1 ID 


% identity 




NCBI Description 


\\\1<\^W1\ TAA24 


Seq. No. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


gl22770 


BLAST score 


'3/11 


E value 


z . ue— J / 


Match length 


i iz 


% identity 


1 o 


NCBI Description 


TjT7iuf/^r*T OTSTM TT 
nCjMUoijVjDlIN J. -L * - 




' OaK ^yX ±ovjXJ ' 




glauca] 


Seq. No. 


233373 


Seq. ID 


LIB3272-013-P1 


Method 


BLASTX 


NCBI GI 


gll66450 


BLAST score 


321 


E value 


9.0e-30 



Kl-Ell 



swamp 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
82 

(X95262) Tfm5 [Lycopersicon esculentum] 
233374 

LIB3272-013-P1-K1-E3 

BLASTX 

g2497538 

396 

l.Oe-38 
122 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 
pyruvate kinase [Glycine max] 

233375 

LIB3272-013-P1-K1-E4 > 

BLASTX 

g416639 

154 

3.0e-10 

76 

4 6 

IND0LE-3-ACETIC ACID INDUCED PROTEIN ARG2 

>gi 287564 dbj BAA03307_ (D14411) ORE [Vigna radiata] 



Seq. No. 



233376 



33672 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-013rPl-Kl-E7 

BLASTX 

gl32745 

160 

5.0e-22 
93 

60 , 

60S RIBOSOMAL PROTEIN LIB >gi_71067_pir R5XL1B ribosomal 

protein XLlb - African clawed frog (fragment) 
>gi 899428 emb CAA28844_ (X05217) ribosomal protein Lib 
{396 AA) [Xenopus laevis] >gi_224829_prf_1202260B 
ribosomal protein Lib [Xenopus laevis] 

233377 

LIB3272-013-P1-K1-F2 

BLASTX 

g585204 

413 

l.Oe-40 

79 

96 

GLUTAMINE SYNTHETASE ROOT ISOZYME 4 (GLUTAMATE— AMMONIA 

LIGASE) (GS107) >gi_481809_pir S39480 glutamate—ammonia 

ligase (EC 6.3.1.2) 1-4, cytosolic - maize 

>gi_:4 34 330_emb_CAA4 6722_ (X65929) glutamine synthetase [Ze.a 
mays] 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233378 

LIB3272-013-P1-K1-F3 

BLASTX 

g3643602 

301 

2.0e-27 . 

110 

58 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233379' 

LIB3272-013-P1-K1-F5 

BLASTX 

g2306917 

258 

2.0e-22 
98 
57 

(AF003728) 
thaliana] 



plasma membrane intrinsic protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233380 

LIB3272-013-P1-K1-F8 

BLASTX 

g729470 - 

471 

2.0e-47 

116 

78 



33673 



NCBI Description MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089 pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, "mitochondrial-- potato >gi_297798_emb_CAA79702_ 
(Z214 93) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233381 

LIB3272-013-P1-K1-G10 

BLASTX 

g2980793 

515 

2.0e-52 
129 

74 . ^ 

(AL022197) putative protein [Arabidopsis thaliana] 

233382 

LIB3272-013-P1-K1-G12 

BLASTX 

gl361979 

241 

2.0e-20 
75 

.68 . 

serine 0-acetyltransf erase (EC 2.3.1.30) - watermelon 

>gi 1350550 dbj BAA12843_ (D85624) serine acetyltransf erase 

[Citrullus lanatus] >gi_1841312_dbj_BAA08479_ (D49535) 

serine acetyltransf erase . [Citrullus lanatus] 

>gi_23377 72_dbj_BAA21827_ (AB006530) serine 

acetyltransferase [Citrullus lanatus] 

233383 

LIB3272-013-P1-K1-G3 

BLASTX 

gll30684 

151 

5.0e-10 

100 

38 

(Z46960) acetohydroxyacid synthase [Gossypium hirsutum] 
233384 

LIB3272-013-P1-K1-G5 

BLASTX 

g2980793 

513 

3.0e-52 

129 

74 

(AL022197) putative protein [Arabidopsis thaliana] 
233385 

LIB3272-013-P1-K1-G6 

BLASTX 

gl063415 

612 



33674 



E value 
Match length 
%. identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-64 

122 

92 

(L40948) K+ channel protein [Arabidopsis thaliana] 
233386 

LIB3272-013-P1-K1-G8 

BLASTX 

g2564066 

246 

4.0e-21 

83 

63 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 
233387 

LIB3272-013-P1-K1-H12 

BLASTX 

gl709498 

377 

2.0e-36 

97 

73 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

•>gi 1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA6i411_ (X89008) osmotin 
[Arabidopsis thaliana] 

233388 

LIB3272-013-P1-K1-H2 

BLASTX 

g2160166 

264 

4.0e-23 

107 

57 

(AC000132) No definition line found [Arabidopsis thaliana] 



233389 

LIB3272-013-P1-K1-H3 

BLASTX 

g585550 

146 

2.0e-09 

49 

63 

NADPH-CYTOCHROME P4 50 
NADPH cytochrome P4 50 



REDUCTASE (CPR) >gi 
[Vigna radiata] 



295448 (L07843) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233390 

LIB3272-013-P1-K1-H9 

BLASTX 

g2244810. 

241 

2.0e-20 

50 

98 



33675 



NCBI Description (Z97336) CCAAT -binding transcription factor subunit 
A(CBF-A) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233391 

LIB3272-014-P1-K1-A1 

BLASTX 

g3334405 

513 

2.0e-52 

108 

97 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



233392 

LIB3272-014-P1-K1-A10 

BLASTX 

g2347199 

642 

2.0e-67 

137 

82 

(AC002338) protein kinase isolog [Arabidopsis thaliana] 
233393 

LIB3272-014-P1-K1-A11 

BLASTX 

g508304 

241 

2.0e-20 

82 

57 

(L22305) core [Medicago sativa] 
233394 

LIB3272-014-P1-K1-A2 

BLASTX 

g3643594 

458 

8.0e-46 

125 

74 

(AC005395) unknown protein [Arabidopsis thaliana] 
233395 

LIB3272-014-P1-K1-A4 

BLASTX 

gl709970 

446 

2.0e-44 

121 

74 

60S RIBOSOMAL PROTEIN LlOA 
233396 

LIB3272-014-P1-K1-A5 



33676 



Method 

NCBI ^GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
-■BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2970051 

397 

l.Oe-38 

99 

75 

{AB012110) ARGIO [Vigna radiata] 
233397 

LIB3272-014-P1-K1-A6 

BLASTX 

g3608412 

615 

3.0e-64 

137 

85 

(AF079355) protein phosphatase-2c [Meseinbryanthemum 
crystallinum] 

233398 

LIB3272-014-P1-K1-A9 

BLASTX 

gl20669 

547 

3.0e-56 

108 

94 

GLYCERALDEHYDE 3-PHOSPRATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

233399 

LIB3272-014-P1-K1-B1 

BLASTX ^ 

g549063 

351 

3.0e-33 

108 

65 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi 10724 64 pir_A38958 IgE-dependent histamine-releasing 
factor homoTog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

233400 

LIB3272-014-P1-K1-B2 

BLASTX 

g4490308 

493 

6.0e-50 

109 

87 

(AL035678) putative protein [Arabidopsis thaliana] 



Seq. No. 



233401 



33677 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-014-P1-K1-B3 

BLASTX 

gl743354 

625 

2.0e-65 
137 
8 5 

(Y0987 6) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 
233402 

LIB3272-014-P1-K1-B4 

BLASTX 

g584892 

471 

2.0e-47 
111 

SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXY PEPTIDASE C) 

>gi 629805 pir S43516 serine carboxypeptidase I - rice 

>gi3409580^dbj_BAA04510_ (D17586) serine carboxypeptidase I 
[Oryza sativa] 

233403 

LIB3272-014-Pl-KlrB5 

BLASTX 

g2146731 

388 

1.0e-'37 

137 

20 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 233404 

Seq, ID LIB3272-014-P1-K1-B6 

Method BLASTX 

NCBI GI . g3158376 

BLAST score 4 88 

E value 3.0e-49 

Match length 131 

% identity 75 . . ^ . t ■ i 

NCBI Description (AF035385) unknown [Arabidopsis thaliana] 

Seq. No. 233405 

Seq. ID LIB3272-014-P1-K1-B7 

Method BLASTX 

NCBI GI ' g4115379 

-.BLAST score 265 

E value 3.0e-23 

Match length 83 

NCBI^Desc^iption (AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

Seq. No. 233406 

Seq. ID LIB3272-014-P1-K1-B8 

Method BLASTX 



33678 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2252836 
•398 

9.0e-39 
135 

63 . . , 

(AF013293) contains weak similarity to S. cerevisiae BOBl 
protein (PIR:S45444) [Arabidopsis thaliana] 

233407 

LIB3272-014-P1-K1-B9 

BLASTX 

g3492806 

351 

2.0e-33 

102 

68 

(AJ225045) adventitious rooting related oxygenase [Malus 
domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



233408 

LIB3272-014-P1-K1-C1 

BLASTX 

g2911060 

144 ' ■ 

l.Oe-11 

94 

42 . ^ 

(AL021961) putative protein [Arabidopsis thaliana] 

>gi_3297826_emb_CAA19884.1_ (AL031032j putative protein 
[Arabidopsis thaliana] 

233409 

LIB3272-014-P1-K1-C3 

BLASTX 

g510876 

472 

2.0e-47 
132 

67 n ■ 1 

(X80051) NADP dependent malic enzyme [Phaseolus vulgaris] 
233410 

LIB3272-014-P1-K1-C5 

BLASTX 

g2213592 

207 

l.Oe-16 

80 

27 

(AC000348) T7N9.12 [Arabidopsis thaliana] 

233411 . ' 

LIB3272-014-P1-K1-C7 

BLASTX 

gl706918 

264 

5.0e-23 



33679 



Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



.95. 
48 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (010277) 

.sulfotransferase-liJce flavonol [Flaveria bidentis] 

233412 

LIB3272-014-P1-K1-C8 

BLASTX 

g2352492 

428 

3.0e-42 
133 

65 . 
(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 {AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

2334i3 

LIB3272-014-P1-K1-C9 

BLASTX 

g285741 

437 

2.0e-43 

126 . - ' 

6f 

(D14550) EDGP precursor [Daucus carota] 
233414 

LIB3272-014-P1-K1-D10 

BLASTX 

gl36057 

385 

2.0e-37 

102 

73 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi 99499 pir ^A32187 (S) -tetrahydroberberine oxidase - 

,.Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

233415 

LIB3272-014-P1-K1-D11 
BLASTX 
g3819164 
381 

7.0e-37 
93 
84 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

233416 

LIB3272-014-P1-K1-D12 

BLASTX 

gl928981 

318 

2.0e-29 



33680 



Match length 122 

NCB?Desc?iption (U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233417 

LIB3272-014-P1-K1-D2 

BLASTX 

g549063 

4 97 

2.0e-50 

114 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi 1072464 pir A38958 IgE-dependent histamine-releasing 
factdr homoTog "rice >gi_303835_dbj_BAA02151_ {D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233418 

LIB3272-014-P1-K1-D3 

BLASTX 

gl684857 

648 

4.0e-68 

130 ' , ^ 

40 . ^ 

{U77940) polyubiquitin [Phaseolus vulgaris] 

233419 

LIB3272-014-P1-K1-D5 

BLASTX 

g4103324 

467 

7.0e-47 

101 

92 

(AF022716) GDP-mannose pyrophosphor^lase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233420 

LIB3272-014-P1-K1-D6 

BLASTX 

g4008159 

680 

8.0e-72 
136 

93 - 
(AB015601) DnaJ homolog [Salix gilgiana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233421 

LIB3272-014-P1-K1-D7 

BLASTX 

g464981 

478 

3.0e-48 

89 

98 



33681 



NCBI Description UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value^ 

Match length 

% identity 

NCBI Description 



233422 

LIB3272-014-P1-K1-D8 

BLASTX 

g2499946 

461 

4.0e-46 

137 

67 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 

233423 

LIB3272-014-P1-K1-E1 

BLASTX 

g4455329 

297 

6.0e-27 
107 

57 ■ . 

{AL035525) lysine-ketoglutarate reductase/saccharopme 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Desjcriptipn 



233424 

LIB3272-014-P1-K1-E10 

BLASTX 

g3123745 

204 

5.0e-16 
102 

(AB013447) aluminum-induced [Brassica napus] 
233425 

LIB3272-014-P1-K1-E3 

BLASTX 

g4457221 

153 

5.0e-10 

45 

67 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233426 

LIB3272-014-P1-K1-E4 

BLASTX 

g2463569 

466 

9.0e-47 

103 

83 



33682 



NCBI Description {AB007503) squalene synthase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233427 

LIB3272-014-P1-K1-E5 

BLASTX 

g553107 

399 

7.0e-39 
114 

68 . ^ 

(L04 967) triosephosphate isomerase [Oryza sativaj 

233428 

LIB3272-014-P1-K1-E7 

BLASTX 

g2160166 

304 

l.Oe-27 

128 

55 

(AC000132) No definition line found [Arabidopsis thaliana] 
233429 

LIB3272-014-P1-K1-E8 

BLASTX 

g4056494 

306 

5.0e-28 
100 

61 . 
(AC005896) putative protein translocase [Arabidopsis 

thaliana] 



Seq. No. 233430 

Seq. ID LIB3272-014-P1-K1-E9 

Method BLASTX 

NCBI GI g4467159 

BLAST score 443 

E- value 5.0e-44 

Match length 132 

% identity 67 . ...^ . \uu n- i 

NCBI Description {AL035540) hypothetical protein [Arabidopsis thalianaj 

233431 

LIB3272-014-P1-K1-F1 
BLASTX 
g3334147 
439 

l.Oe-43 
122 
70 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 
chitinase [Gossypium hirsutum] 

Seq. No. 233432 

Seq. ID LIB3272-014-P1-K1-F10 
Method , BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33683 



NCBI GI 

BLAST score 

E value 

Match length 

% "identity 

NCBI Description 



g2738949 
540 

2.0e-55 
113 
8 8 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

%^ identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233433 

LIB3272-014-P1-K1-F11 

BLASTX 

g3759184 

233 

9.0e-26 

128 

55 

(AB018441) phi-1 [Nicotiana tabacum] 
233434 

LIB3272-014-P1-K1-F3 

BLASTX 

g4406815 

434 

5.0e-43 _ 

131 

65 

(AC006201) putative peptide methionine sulfoxide reductase 
[Arabidopsis thaliana] 

233435 

LIB3272-014-P1-K1-F6 

BLASTX 

gl402912 

479 

3.0e-48 
134 

.69 

(X98317) peroxidase [Arabidopsis thaliana] 
233436 

LIB3272-014-P1-K1-F7 

BLASTX 

g3986110 

218 

l.Oe-17 
57 

75 . , 

{AB012716) heat shock protein 70 cognate [Salix gilgxana] 

233437 

LIB3272-014-P1-K1-F8 

BLASTX 

g4406815 . 

388 

l.Oe-37 

124 

62 



33684 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{AC006201) putative peptide methionine sulfoxide reductase 
[Arabidopsis thaliana] 

233438 

LIB3272-014-P1-K1-F9 

BLASTX 

g2500378 

434 

5.0e-43 

95 

83 

60S RIBOSOMAL PROTEIN L37 
233439 

LIB3272-014-P1-K1-G1 

BLASTX 

gl928981 

583 

2.0e-60 

122 

63 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var.. botrytis] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233440 

LIB3272-014-PlrKl-G10 

BLASTX 

g3980415 

396 

2.0e-38 
120 
62 

(AC004561: 
thaliana] 



putative tropinone reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233441 

LIB3272-014-P1-K1-G2 
BLASTX 
' g629483 
338 

l.Oe-31 

122 

56 

qene 1-Sc3 protein - European white birch 

>gi 534898 emb_CAA5 4 6 9 6_ (X77601) 1 Sc-3 [Betula pendula] 
>gi"l584322_j)rf_2122374C allergen Bet v 1-Sc3 [Betula 
pendula] 

233442 

LIB3272-014-P1-K1-G4 

BLASTX 

g2244847 

311 - 

l.Oe-28 

119 

55 . . 

(Z97 337) hydroxyproline-rich glycoprotein homoiog 



33685 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233443 

LIB3272-014-P1-K1-G6 

BLASTX 

g2995384 

258 

2.0e-22 

105 

56 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
233444 

LIB3272-014-P1-K1-G7 

BLASTX 

g4567251 

309 

2.0e-28 
80 

66 . ^ 

(AC007070) unknown protein [Arabidopsis thaliana] 

233445 

LIB3272-014-P1-K1-G9 
BLASTX 
. g3880506 
176 

9.0e-27 

103 

53 

{Z93391) predicted using Genefinder; Similarity to Human 
RAS-related protein RABll {SW:P24410) [Caenorhabditis 
elegans] 

233446 

LIB3272-014-P1-K1-H2 
BLASTX 
gll7765 
230 

5.0e-19 
67 
64 

CYTOCHROME CI, HEME PROTEIN PRECURSOR (CLONE PC13III) 
>gi_21.4 39_emb_CAA44 055_ (X62124) cytochrome cl [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



233447 

LIB3272-014-P1-K1-H4 

BLASTX 

g2668744 

273 

2.0e-30 

81 

72 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
233448 



33686 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-014-P1-K1-H5 

BLASTX 

gl928'981 

522 

2.0e-53 

108 

94 

{U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq., ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 (PHOSPHORIBOSYL 

>gi_107 6397_pir S51270 

(EC 2.7.6.1) - 



233449 

LIB3272-015-P1-K1-A10 
BLASTX 
g2970051 
424 

8.0e-42 
105 
76 

(AB012110) ARGIO [Vigna radiata] 
233450 

LIB3272-015-P1-K1-A11 
BLASTX 
g2833379 
234 

2.0e-19 
62 
68 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 
PYROPHOSPHATE SYNTHETASE 1) (PRS I) 
ribose-phosphate pyrophosphokinase . 

Arabidopsis thaliana >gi_633140_emb_CAA58717_ (X83764) 
phosphoribosyl diphosphate synthetase [Arabidopsis 
thaliana] >gi_360814 9 (AC005314) phosphoribosyl diphosphate 
synthetase [Arabidopsis thaliana] 

233451 

LIB3272-015-P1-K1-A12 

BLASTX 

g3915826 

562 

5.0e-58 

127 

82 

60S RIBOSOMAL PROTEIN L5 
233452 

LIB3272-015-P1-K1-A3 

BLASTX 

g3158376 

478 

3.0e-48 

126 

76 

{AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 



233453 



33687 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI-v 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-015-P1-K1-A6 

BLASTX 

g4097915 

168 

9.0e-12 
103 
37 

(U72147) 



unknown [Anabaena sp. CA] 



Seq. No. 
Seq. ID 



233454 

LIB3272-015-P1-K1-A9 

BLASTX 

g4468813 

377 

3.0e-36 

132 

54 

{AL035601) putative protein [Arabidopsis thaliana] 
233455 

LIB3272-015-P1-K1-B1 

BLASTX 

g549063 

404 

2.0e-39 

108 

71 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi 10724 64 pir A38958 IgE-dependent histamine-releasing 
factor homoTog ~rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

233456 

LIB3272-01.5-P1-K1-B10 

BLASTX 

g2618689 

634 

2.0e-66 

138 

88 

(AC002510) unknown protein [Arabidopsis thaliana] 
233457 

LIB3272-015-P1-K1-B12 
BLASTX 
g2191136 
162 
" 2.0e-ll 
66 
50 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA'H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

233458 

LIB3272-015-P1-K1-B5 



33688 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match 'length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2262173 
37 6 

3.0e-36 

137 

57 

(AC002329) 
thaliana] 



NADPH thioredoxin reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233459 

LIB3272-015-P1-K1-B6 

BLASTX 

g2961372 

355 

9.0e-47 

114 

85 

{AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

233460 

LIB3272-015-P1-K1-B7 

BLASTX 

g267069 

382 

4.0e-37 

72 

96 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir_JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

233461 

LIB3272-015-P1-K1-B9 

BLASTX 

gl703108 

490 

l.Oe-49 

90 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

233462 

LIB3272-015-P1-K1-C10 

BLASTX 

g3193298 

364 

9.0e-35 

110 

63 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 



33689 





233463 


Seq. ID 


LIB3272-015-P1-K1-C2 


Method 


BLASTX 




-J J. ^ \J -J 1 \J 


DliriO 1 SCOic 


165 


IT Tr ^ 1 1 1 a 


6 . Oe-21 




106 


^ xueriL.iT,y 


55 




fAFn353851 unknown fj 




233464 


Seq. ID 


LIB3272-015-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


334 


E value 


3.0e-31 


Match length 


122 


% identity 


55 


NCBI Description 


gene 1-Sc3 protein - 



[Arabidopsis thaliana] 



>gi_534898_emb_CAA54 696_ {X77601) 1 Sc-3 

>gi_1584322_prf 2122374C allergen Bet v 

pendula] 



[Betula pendula] 
1-Sc3 [Betula 



Seq. No. 


233465 


Seq. ID 


LIB3272-015-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2231034 


BLAST score 


576 


E value 


l.Oe-59 


Match length 


125 


% identity 


87 


NCBI Description 


(Y12785) MAP kinase I 


Seq. No. 


233466 


Seq. ID 


LIB3272-015-P1-K1-C9 


Method 


BLASTX 


NCBI GI . 


g3482918 


BLAST score 


589 


E value 


4.0e-61 


Match length 


130 


% identity 


89 


NCBI Description 


(AC003970) Similar to 




thaliana] 


Seq. No. 


233467 


Seq. ID 


LIB3272-015-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2129605 


BLAST score 


290 


E value 


2..0e-26 


Match length 


65 ' 



[Petroselinum crispum] 



% identity 

NCBI Description 



85 

GTP-binding protein 2 - Arabidopsis thaliana 

>gi_2129702_pir S71585 Rab2 homolog GTP-binding protein 

ATGB2 - Arabidopsis thaliana >gi_1184983 (U46925) ATGB2 
[Arabidopsis thaliana] >gi_3805852_emb_CAA21472_ (AL031986) 



33^690 



GTP-binding protein GB2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2334*68 

LIB3272-015-P1-K1-D10 

BLASTX 

gl703375 

610 

l.Oe-63 

120 

99 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gt 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descr^iption 



Seq. No. 
Seq. ID 



233469 

LIB3272-015-P1-K1-D12 

BLASTX 

g2911039 

4 98 

2.0e-50 

125 

70 

(AL021961) cinnamyl alcohol dehydrogenase - like protein 
[Arabidopsis thaliana] 

233470 

LIB3272-015-P1-K1-D2 

BLASTX 

g2662343 

546 

4.0e-56 

105 

99 

(D63581) EF-1 alpha [Oryza sativa] 
233471 

LIB3272-015-P1-K1-D4 

BLASTX 

g2191150 

28 6 

l.Oe-25 

90 

69 

(AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

233472 

LIB3272-015-P1-K1-D5 

BLASTX 

gl843527 

694 

2.0e-73 

137 

56 

(.U73747) annexin [Gossypium hirsutum] 
233473 

LIB3272-015-P1-K1-D6 



33691 



Method . 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



BLASTX , 

g416649 . ' 

367 

4.0e-35 
111 

63 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNTl/PCNTllO) >gi_100303_pir S16267 auxin-induced protein 

(clone pGNTl) - common tobacco >gi_19789_emb_CAA39709_ 
(X56268) auxin-induced protein [Nicotiana tabacum] 
>gi_19795_emb_CAA39705_ (X56264) auxin-induced protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. >ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233474 

LIB3272-015-P1-K1-D9 
BLASTX 
g464986 
577 

9.0e-60 
108 
99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) 'UBC9 - Arabidopsis thaliana 
>gi_2978'84_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4 455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 


233475 


Seq. ID 


LIB3272-015- 


Method 


BLASTX 


NCBI GI 


g2129889 


BLAST score 


524 


E value 


l.Oe-53 


Match length 


102 


% identity 


97 


NCBI Description 


methionine < 


Seq. No. 


233476 


Seq. ID 


LIB3272-015 


Method 


BLASTX 


NCBI GI 


g2970654' 


BLAST score 


321 


E value 


l.Oe-29 


Match length 


111 


% identity 


66 


NCBI Description 


(AF052058) 



.5.1.6) 2 - garden pea 



ferritin subunit cowpea2 precursor [Vigna 



unguiculata] 



Seq. No. 
Seq. ID 
Method 



233477 

LIB3272-015-P1-K1-E4 
BLASTX 



33692 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI • . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4164159 
512 

4.0e-52 

104 

92 

(AB015496) 



ethylene receptor [Passiflora edulis] 



233478 

LIB3272-015-P1-K1-E5 

BLASTX 

gll66450 

310 

2.0e-28 

68 

82 

(X95262) TfmS [Lycopersicon esculentum] 
233479 

LIB3272-015-P1-K1-E7 

BLASTX 

g629483 

336 

2.0e-31 

119 . 
60 

gene 1-Sc3 protein - European white birch 

>gi 534 898_emb_CAA54 696__ (X77601) 1 Sc-3 [Betula pendula] 

>gi~1584322_prf_2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

233480 

LIB3272-015-P1-K1-E9 

BLASTX 

g508304 

235 

l.Oe-19 

81 • 
57 

(L22305) core [Medicago sativa] 
233481 

LIB3272-015-P1-K1-F1 

BLASTX 

gl928981 

585 

.l.Oe-60 

125 

63 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

233482 

LIB3272-015-P1-K1-F10 

BLASTX 

g3493172 

560 

9.0e-58 



33693 



Match length 

% identity 

NCBI Description 

Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 

.92.. 
{U89609) 



fiber annexin [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI "Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233483 

LIB3272-015-P1-K1-F11 

BLASTX 

g2160166 

316 

4.0e-29 

136 

54 

{AC000132) No definition line found [Arabidopsis thaliana) 
233484 

LIB3272-015-P1-K1-F12 

BLASTX 

gl351271 

436 

3.0e-43 
137 

TRIOSEPHOSPHATEISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi 1084309_pir S52032 triose-phosphate isomerase (EC 

5.3Tl,l) -precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

233485 

LIB3272-015-P1-K1-F3 

BLASTX 

g3334138 

546 

4 .Oe-56 

125 

82 

CALNEXIN HOMOLOG PRECURSOR >gi_669003 (U20502) calnexin 
[Glycine max] 

233486 

LIB3272-015-P1-K1-F6 

BLASTX 

g4239845 

629 

8,0e-66 
141 

^AB015855) transcription factor TEIL [Nicotiana tabacum] 
233487 

LIB3272-015-P1-K1-F7 
-BLASTX 
g2979555 
300 

3.0e-27 

129 

52 



33694 



NCBI Description (AC003680) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233488 

LIB3272-015-P1-K1 

BLASTX 

gl709651 

421 

2.0e-41 
132 
63 

PLASTOCYANIN 



■F8 



plastocyanin - ^ . . . rr^ i ^ 

>gi_929813_emb_CAA90564_ (Z50185) plastocyanin a [Populus 

nigra] 
233489 

LIB3272-015-P1-K1-G3 

BLASTX 

g464986 

531 

2.0e-54 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin—protein ligase (EC 

6 3~2.19) UBC9 - Arabidopsis thaliana 

>qi 297884 emb CAA78714_ (Z14990) ubiquitin conjugating 
enz^e homolog" [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_einb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] , 
>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



PRECURSOR >gi_2117431_pir S58209 

precursor - black poplar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



233490 

LIB3272-015-P1-K1-G4 

BLASTX 

g2462762 

354 

l.Oe-33 
128 

(AC002292) Highly similar to auxm-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

233491 

LIB3272-015-P1-K1-G7 

BLASTX 

gll73256 

616 

3.0e-64 
140 
8 6 

40S RIBOSOMAL PROTEIN S4 >gi^629496_pir_S45025 ribosomal 
protein S4 - upland cotton >gi_4 88739_einb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 



33695 



[Gossypium hirsutum) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



233492 

LIB3272-015-P1-K1-G8 

BLASTX 

g730450 

360 

2.0e-34 
94 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi 480649 pir S37134 cold-induced protein BnC24B - rape 

>gi3398922~emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233493 

LIB3272-015-P1-K1-G9 

BLASTX 

gll43511 

760 

3.0e-81 
140 
9 8 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 
iMalus domestical ' >gi_1586b34_prf_2202340A Ser/Thr protein 
phosphatase [Malus domestical 

233494 

LIB3272-015-P1-K1-H10 

BLASTX 

g2194120 

144 

5.0e-09 

125 

37 

(AC002062) No definition line found [Arabidopsis thaliana] 
233495 

LIB3272-015-P1-K1-H11 

BLASTX 

g3212869 

531 

2.0e-54 
113 

88 . w 1 • 1 

(AC004005) unknown protein [Arabidopsxs thalianaj 

233496 

LIB3272-015-P1-K1-H12 

BLASTX 

g902584 

505 

2.0e-51-' 

113 

14 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 
maysl 



33696 



Seq...No. 

Seq. ID- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% "identity 

NCBI Description 



233497 

LIB3272-015-P1-K1-H2 

BLASTX 

g4539292 

521 

4.0e-53 

120 

82 

(AL04 9480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



233498 

LIB3272-015-P1-K1-H4 

BLASTX 

g475048 

618 

2.0e-64 

132 

64 

(X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 

233499 

LIB3272-015-P1-K1-H5 

BLASTX 

g3860247 

556 

3.0e-57 
.114 
89 

(AC005824) unknown protein [Arabidopsis thaliana] 
233500 

LIB3272-015-P1-K1-H6 

BLASTX 

g2499945 

490 

2.0e-49 
141 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_1076363_pir_S46440 orotate 
phosphoribosyltransf erase (EC 2 . 4 . 2 . 10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1.23) , 
Arabidopsis thaliana >gi_44 3818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233501 

LIB3272-015-P1-K1-H7 

BLASTX 

g549063 

236 

6.0e-20 

79 

61 



33697 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>qi 10724 64 pir A38958 IgE-dependent histamine-releasing 
factor homolog ~rice >gi^303835_dbj_BAA02151^ (D12626) 
21kd polypeptide [Oryza sativa] 

233502 

LIB3272-015-P1-K1-H9 

BLASTX 

gll68196 

543 

9.0e-56 

120 

90 

14-3-3-LIKE PROTEIN >gi_555974 (U15036) 14-3-3-like protein 
[Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

"Seq. No. . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233503 

LIB3272-016-P1-K1-A1 

BLASTX 

g3868758 

263 

6.0e-23 

76 

79 

(D89802) elongation factor IB gamma [Oryza sativa] 
233504 

LIB3272-016-P1-K1-A11 

BLASTX 

gl67367 

380 

9.0e-37 

92 

80 

(L08199) peroxidase [Gossypium hirsutum] 
233505 

LIB3272-016-P1-K1-A2 

BLASTX 

g3128209 

282 

3.0e-25 

78 

69 

(AC004077) unknown protein [Arabidopsis thaliana] 
233506 

LIB3272-016-P1-K1-A3 

BLASTX 

gll5492 

521 

3.0e-53 
107 

50 - 

CALMODULIN-RELATED PROTEIN >gi__169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



33698 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233507 

LIB3272-016-P1-K1-A4 

BLASTX 

g543905 

455 

l.Oe-45 

107 

82 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

233508 

LIB3272-016-P1-K1-A5 

BLASTX 

g543905 

177 

6.0e-13 

73 

4 9 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233509 

LIB3272-016-P1-K1-A6 

BLASTX 

•g4644 44 

271 

5,0e-24 
75 

PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 30 KD SUBUNIT) >gi_54 188 9_pir_S39900 proteasome 
Arabidopsis thaliana >gi_166830 (M98495) proteasome 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233510 

LIB3272-016-P1-K1-A9 
BLASTX 
g4580467 
. 170 
4.0e-12 
102 
52 

(AC006081) putative protein phosphatase; similar to protein 
phosphatase 2C from Mesembryanthemum [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233511 

LIB3272-0i6-Pl-Kl-Bl 

BLASTX 

g4191785 

259 

2.0e-22 

87 

57 

(AC005917) putative hydrolase [Arabidopsis thaliana] 



Seq. No. 



233512 



33699 



Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3272-016-P1-K1-B12 

BLASTX 

g602292 

317 

2.0e-29 
126 

(U17987) RCH2 protein (Brassica napus] 
233513 

LIB3272-016-P1-K1-B3 

BLASTX 

gll70747 

278 

9.0e-25 
56 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233514 

LIB3272-0.16-P1-K1-B5 
BLASTX ' 

g4406780 - - 

298 

4.0e-27 ■ 

116 

91 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

233515 

LIB3272-016-P1-K1-B7 

BLASTX 

g945039 

576 

l.Oe-59 
127 
8 5 

(U25027) phosphatidylinositol-specific phospholipase C 
[Glycine max] 

233516 

LIB3272-016-P1-K1-B8 
BLASTX 
g3694872 
429 

2.0e-42 
105 

(AF092547) profilin [Ricmus communis] 
233517 

LIB3272-016-P1-K1-C10 
BLASTX 



33700 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g267072 

161 . 

3.0e-ll 

66 

52 

TUBULIN BETA-1 CHAIN >gi_100072_pir S20868 tubulin beta-1 

chain - garden pea >gi_20758_emb_CAA38613_ {X54844) 
beta-tubulin 1 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233518 

LIB3272-016-P1-K1-C11 

BLASTX 

g629483 

309 

2.0e-28 

115 

56 

gene 1-Sc3 protein - European white birch 
>gi__534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

233519 

LIB3272-016-P1-K1-C2 

BLASTX 

g266945 

528 - . . 

5.0e-54 

121 

8 8 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_einb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233520 

LIB3272-016-P1-K1-C5 

BLASTX 

g3023847 

523 

2.0e-53 

108 

35 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_238537 6_emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233521 

LIB3272-016-P1-K1-C6 

BLASTX 

g2499946 

526- 

8.0e-54 

128 

80 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) 



(OROTATE 



33701 



PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_7479a0 (U22260) UMP synthase [Nicotiana 
tabacvim] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233522 

LIB3272-016-P1-K1-C7 

BLASTX 

g2209384 

421 

2.0e-41 

96 ' 
88 

{AF008441) glutathione reductase [Brassica rapa] 



233523 

LIB3272-016-P1-K1-D1 

BLASTX 

gl709498 

490 

l.Oe-49 

107 

82 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi 1362001_pir S57524 osmotin precursor 

thaTiana >gi_887390_emb_CAA61411_ {X89008) 
[Arabidopsis thaliana] 



■ Arabidopsis 
osmotin 



233524 

LIB3272-016-P1-K1-D11 

BLASTX 

g464365 

492 

8.0e-50 

128 

76 

PEROXIDASE P7 >gi_66306_pir 0PNB7 peroxidase (EC 1.11.1.7) 

- turnip 

233525 

LIB3272-016-P1-K1-D4 

BLASTX 

g3885884 

449 

l.Oe-44 

101 

86 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
233526 

LIB3272-016-P1-K1-D6 

BLASTX 

gll70747 

285 

l.Oe-25 

70 

81 

LATE EMBRYOGENESIS ABUNDANT .PROTEIN LEA5-A >gi_167345 



33702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gr_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233527 

LIB3272-016-P1-K1-E10 

BLASTX 

g3309243 

609 

l.Oe-63 
127 
91 

(AF073507) 
limon] 



aconitase-iron regulated protein 1 • [Citrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233528 

LIB3272-016-P1-K1-E12 

BLASTX 

gl449179 

591 

2.0e-61 
127 

93 ■ ' ' . 

'(D86506) N-ettiylmaleimide sensitive fusion protein 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233529 

LIB3272-016-P1-K1-E2 

BLASTX 

gll70747 ^ 

184 

2.0e-22 

72 

76 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
{M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233530 

LIB3272-016-P1-K1-E3 

BLASTX 

g4519264 

630 

5.0e-66 

128 

98 

(AB024277) vacuolar H+-ATPase B subunit [Citrus unshiu] 
233531 

LIB3272-016-P1-K1-E4 

BLASTX 

gl848212 

591 ' ■ . 

2.0e-61 

127 

43 ■ . 



33703 



NCBI Description (Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] ^ 



Seq. No. 


233532 


Seq. ID 


T TD^oTO— ni fi— Pi —lc^ — 

Lii D / Z U 1 D IT J. f\± DO 


Method 


BLAb IX 


NCBI GI 


gi / / / JO D 


BLAbi score 


X 3 4 


E value 


/ . ue-io 


Match length 




% xdentity 


AO - 


NCBI Description 


(UoyJUi; caixeic aciu 


Seq. No. 


233533 


Seq. ID 


LIB3272-016-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


495 


E value 


3.0e-50 


Match length 


107 


% identity 


83 


NCBI Description 


OSMOTIN-LIKE PROTEIN 



>gi_1362001_pir 

thaLiana >gi_887390_emb_CAA61411_ 
[Arabidopsis thaliana] 



(X890'08) osmotin 



Seq. No. 


233534. 


Seq. ID 


LIB3272-016- 


Method 


BLASTX 


NCBI GI 


gll49569 


BLAST score 


598 


E value 


3.0e-62 


Match length 


127 


% identity 


87 


NCBI Description 


(Z50851) HD- 


Seq. No. 


233535 


Seq. ID 


LIB3272-016' 


Method 


BLASTX 


NCBI GI 


g3135254 


BLAST score 


443 


E value 


4.0e-44 


Match length 


126 


% identity 


66 


NCBI Description 


(AC003058) ] 


Seq. No. * 


^233536 


Seq. ID 


LIB3272-016 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


309 


E value 


2.0e-28 


Match length 


113 


% identity 


55 


NCBI Description 


ELONGATION 



•Pl-Kl-Fll 



-F7 



-K1-F8 



FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ {D12821) elongation factor .1 beta' 



33704 



[Oryza sativa] 



Seq. No,. 

Seq.'^ id" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233537 

LIB3272-016-P1-K1-F9 

BLASTX 

g730558 

515 

2.0e-52 

107 

94 

60S RIBOSOMAL PROTEIN L34 >gi_1076636_pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S4 8028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi__436030 (L27089) 60S ribosomal protein L34 [Nicotiana^ 
tabacum] >gi_4 36032 (L27107) 60S ribosomal.. protein L3'4 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233538 

LIB3272-016-P1-K1-G10 

BLASTX 

g951427 

479 

3.0e-4 8 

127 

70 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233539 

LIB3272-016-P1-K1-G4 

BLASTX 

g2829911 

400 

5.0e-39 

119 

39 

(AC002291) Unknown protein [Arabidopsis thaliana] 
233540 

LIB3272-016-P1-K1-G7 

BLASTX 

g3413717 

399 

6.0e-39 

87 

82 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643590 (AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233541 

LIB3272-016-P1-K1-G9 

.BLASTX 

g3319340 

239 

3.0e-20 
46 



33705 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID, 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



85 

.(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

233542 

LIB3272-016-P1-K1-H10 

BLASTX 

g464981 

371 

l.Oe-35 

70 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

233543 

LIB3272-016-P1-K1-H11 

BLASTX 

gl495259 

242 

l.Oe-20 

67 

69 

(X97826) orf04 [Arabidopsis thaliana] 
233544 . 

LIB3272-016-P1-K1-H4 

BLASTX 

g4033467 

268 

l.Oe-23 

76 

42 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_einb_CAA67798_ {X99435) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

.identity 
HCBl Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



233545 

LIB3272-016-P1-K1-H5 

BLASTX 

g3915031 

687 

l.Oe-72 

129 

100 

ACYL-[ACyL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_i217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

233546 

LIB3272-016-P1-K1-H6 

BLASTX 

g2792297 

235 

l.Oe-19 



33706 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
58 



(AF039183) GAST-like gene product [Fragaria x ananassa] 



233547 

LIB3272-016-P1-K1-H7 

BLASTX 

gl245182 

461 

3.0e-46 

110 

77 

(U49398) sterol delta-7 reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



233548 ■ 

LIB3272-017-P1-K1-A1 

BLASTX 

g4263776 

326 

3.0e-30 

142 

55 

(AC006068) unknown protein [Arabidopsis thaliana] 
>gi_4 510390_gb_AAD21478.1_ (AC007017) unknown protein 
[Arabidopsis thaliana] 

233549 

LIB3272-017-P1-KL-A11 

BLASTX 

g462195 

434 

5.0e-43 

90 

93 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi 100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910): G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] '^*" ^ 

233550 

LIB3272-017-P1-K1-A5 

BLASTX 

gl717949 

314 

6.0e-29 

74 

77 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 1 

PRECURSOR (RIESKE IRON-SULFUR PROTEIN 1) (RISPl) 

>gi 100375_pir B41607 ubiquinol — cytochrome-c reductase 

(EC~1.10.2.2) iron-sulfur protein precursor - common 
tobacco (fragment) >gi_170322 (M77225) Rieske Fe-S protein 

[Nicotiana tabacum] 

233551 

LIB3272-017-P1-K1-A9 



33707 



Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2739168 

493 

7.0e-50 

135 

67 

{AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



233552 

LIB3272-017-P1-K1-B1 

BLASTX 

g586076 

654 

9.0e-69 

122 

98 

TUBULIN BETA-1 CHAIN >gi_48 6734_pir_S35142 tubulin beta 
chain - white lupine >gi_402636_emb_CAA4 97 36_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



233553 

LIB3272-017-P1-K1-B10 

BLASTX 

g3901014 

217 

l.Oe-17 
56 
71 

{AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



233554 

LIB3272-017-P1-K1-B11 

BLASTX 

g729672 

153 

2.0e-21 
94 ' 

59 " 

HISTONE H2A >gi_323111_pir ^A45564 histone 2A - Plasmodium 

falciparum >gi_160319 {M86865) H2A [Plasmodium falciparum] 

233555 

LIB3272-017-P1-K1-B4 

BLASTX 

g3687243 

245 

8.0e-21 

61 

79 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] - . 



Seq. No. 
Seq. ID 
Method 



233556 

LIB3272-017-P1-K1-B6 
BLASTX 



33708 



NCBI GI gl2i953 

BLAST score""" 185 ' 

E value 9.0e-14 

Match length 4 2 

% identity 88 . x_ ^ 

NCBI Description HISTONE HI >gi_81905_pir_S00033 histone Hl.b - garden pea 

>gi_207 62_einb_CAA29123_ (X05636) HI histone (AA 1-263) 

(Pisum sativum] 

Seq. No, 233557 

Seq. ID - LIB3272-017-P1-K1-B7 

Method BLASTX 

NCBI GI g3868758 

BLAST score 4 35 

E value 6.0e-47 

Match length 138 

% identity 62 • i 

NCBI Description (D89802) elongation factor IB gamma [Oryza sativa] 

Seq. No. 233558 

Seq. ID LIB3272-017-P1-K1-B8 

Method BLASTX 

NCBI GI g2739168 

BLAST score 337 

E value l.Oe-31 

Match length 123 

% identity 56 ^ . .u- 

NCBI Description (AF032386j aldose-1-epimerase-like protein [Nicotiana 

tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233559 

LIB3272-017-P1-K1-C10 

BLASTX 

g3395441 , 

366 . 

5.0e-35 

84 

81 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233560 

LIB3272-017-P1-K1-C2 

BLASTX 

gl841870 

328 

l.Oe-30 

81 

78 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 



Seq. No. 
Seq., ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233561 

LIB3272-017-P1-K1-C3 

BLASTX 

g2828296 

660 

2.0e-69 
139 



33709 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
233562 

LIB3272-017-P1-K1-C4 , - 

BLASTX 

g441457 

634 

2.0e-66 

119 

98 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

233563 

LIB3272-017-P1-K1-C5 

BLASTX 

g4105798 

93 

5.0e-09 

58 

59 

(AF04 9930) PGP237-11 [Petunia x hybrida] 
233564 

LIB3272-017-Pl-Kl--C6r 

BLASTX 

g3901014 

235 

l,0e-19 
55 
76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233565 

LIB3272-017-P1-K1-C7 

BLASTX 

g2909783 

413 

l.Oe-40 

138 

63 

(AF020289) MgATP-energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 

233566 

LIB3272-017-P1-K1-D1 

BLASTX 

g3747050 

425 

6.0e-42 

106 

77 

(AF093540) ribosomal protein L26 [Zea mays] 



Seq. No. 



233567 



33710 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI ^' 
BLAST score 

value • 
Match length 
% ident.ity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-017-P1-K1-D10 

BLASTX 

gl684857 

623 

4.0e-65 

126 

40 

(077940) polyubiquitin [Phaseolus vulgaris] 
233568 

LIB3272-017-P1-K1-D11 

BLASTX 

g3080440 

151 

8.0e-10 

53 

58 

(AL022 605) hypothetical protein [Arabidopsis thaliana] 
233569 

LIB3272-017-P1-K1-D12 

BLASTX 

g2160166 

332 

5.0e-31^ 

131 

57 

(AC000132) No definition line found [Arabidopsis thaliana] 



233570 

LIB3272-017-P1-K1-D5 
BLASTX 
g267131 
186 

7.0e-14 
86 
16 

•NUCLEOLYSIN TIAR (TIA-1 RELATED PROTEIN) 

>gi_423120_pir ^A46174 RNA-binding protein TIAR 

>gi 189310 (M96954) nucleolysin TIAR [Homo sapiens] 
>gi~4507499_ref_NP_003243.1_pTIALl_ TIAl cytotoxic 
granule-associated RNA-binding protein-like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



human 



233571 

LIB3272-017-P1-K1-D6 

BLASTX 

g4056469 

581 

3.0e-60 

113 

100 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb R90191, gb_N65697, gb__AA7 1 3 1 5 0 , gb_T46332, gb_AA040967, 
gb^AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z2504 3 come from t 



33711 



Seq. No. 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



233572 

LIB3272-017-P1-K1-D7 
BLASTX 
-g4039014 
373 

8.0e-36 

134 

52 

(AF037338) cleft lip and palate transmembrane protein 1 
[Homo sapiens] >gi_4063033 (AF037339) cleft lip and palate 
transmembrane protein 1 [Homo sapiens] 

>gi_4 502897_ref_NP_001285.1_pCLPTMl_ cleft lip and palate 
associated transmembrane protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233573 

LIB3272-017-P1-K1-D8 

BLASTX 

g3687243 

245 

8.0e-21 

61 

79 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2335.74 - 

LIB3272-017-P1-K1-D9 

BLASTX • 

gll9350 

369 

l.Oe-35 

85 

87 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ {X58107) enolase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233575 

LIB3272-017-P1-K1-E10 

BLASTX 

g3834321 

549 

2.0e-56 

133 

84 

(AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233576 

LIB3272-017-P1-K1-E4 

BLASTX - 

g3901014 

235 



33712 



E value l.Oe-19 

Match length -55 

% identity 76 . , 

NCBI Description (AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

Seq. No. 233577 

Seq. ID LIB3272-017-P1-K1-E8 

Method BLASTX 

NCBI GI g2507421 

BLAST score 4 92 

E value 9.0e-50 

Match length 103 



% identity yi . 

NCBI Description PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 233578 

Seq. ID LIB3272-017-P1-K1-E9 

Method BLASTX 

NCBI GI g2244734 

BLAST score 706 

E value 7.0e-75 

Match length . 138 

% identity 100 

NCBI Description (D88414) actin [Gossypium hirsutum] 

Seq. No. 233579 

Seq. ID LIB3272-017-P1-K1-F1 

Method BLASTX 

NCBI GI g4538911 

BLAST score 296 

E value 8 . Oe-27 

Match length 136 - 

% identity 48 , . . ' - , • ^ 

NCBI Description (AL049482) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 233580 

Seq. ID LIB3272-017-P1-K1-F10 

Method BLASTX 

NCBI GI g4150974 

BLAST score 366 

E value 5.0e-35 

Match length 93 

% identity 70 

NCBI Description (AJ224331) cystatin [Castanea sativa] 

Seq. No. 233581 

Seq. ID LIB3272-017-P1-K1-F11 

Method BLASTX 

NCBI GI gl67367 

BLAST score 559 

E value l.Oe-57 

Match length 139 

% identity 79 



33713 



NCBI Description {L08199) peroxidase [Gossypium hirsutuin] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233582 

LIB3272-017-P1-K1-F2 

BLASTX 

g3377843 

435 

4.0e-43 

122 

73 

(AF076274) contains similarity to rat p47 protein 
{GB:AB002086) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233583 

LIB3272-017-P1-K1-F4 

BLASTX 

g2088651 

384 

3.0e-37 

128 

70 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

233584 

LIB3272-017-P1-K1-F5 

BLASTX 

gl20669* 

513 

3.0e-52 

102 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_einb_CAA42905_ •(X60347) glyceraldehyde 
3-phos*phate dehydrogenase [Magnolia liliiflora] 

233585 

LIB3272-017-P1-K1-F6 - 

BLASTX 

g3759184 

339 

8.0e-32 

122 

54 

(AB018441) phi-1 [Nicotiana tabacum] 
233586 

LIB3272-017-P1-K1-F7 

BLASTX 

g2499945 

412 

2.0e-40 

122 

64 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 



33714 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

-DECARBOXYLASE >gijl07 6363_pir S4 644 0 orotate 

-phosphoribosyltransferase (EC 2.4.2,10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_44 3818_einb__CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

233587 

LIB3272-017-P1-K1-F9 

BLASTX 

g3738257 

474 

l.Oe-47 

100 

93 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

233588 

LIB3272-017-P1-K1-G1 

BLASTX 

g68200 

404 

2.0e-39 

104 

81 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22633_emb_CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233589 

LIB3272-017-P1-K1-G10 

BLASTX 

gl709498 

540 ' 

2.0e-55 

129 . 

78 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi 1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



233590 

LIB3272-017-P1-K1-G11 
BLASTX 

g2245060 ' , 

266 

3.0e-23 

80 

64 

(Z97342) allergen homolog [Arabidopsis thaliana] 
233591 

LIB3272-017-P1-K1-G2 

BLASTX 

g508304 



33715 



BLAST score 
E value - 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



211 

8.0e-17 

75 

57 

(L22305) corC [Medicago sativa] 
233592 

LIB3272-017-P1-K1-G3 

BLASTX 

g2281631 

287 

l.Oe-25 

132 

52 

(AF003096) AP2 domain containing protein RAP2 . 3 
[Arabidopsis thaliana] 

233593 

LIB3272-017-P1-K1-G4 

BLASTX 

g4164473 

165 

l.Oe-11 

52 

63 

(AF061157) negatively light-regulated protein [Vernicia 
fordii] 

233594 

LIB3272-017-P1-K1-G6 

BLASTX 

g586076 

649 

3.0e-68 

121 

98 

TUBULIN BETA-1 CHAIN >gi_4 8 6734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupihus albus] 

233595 

LIB3272-017-P1-K1-G7 

BLASTX 

g533084 

229 

7.0e-19 

49 

88 

(U07597) delta-9 stearoyl-acyl carrier protein desaturase 
precursor [Thunbergia alata] 

233596 

LIB3272-017-P1-K1-G8 

BLASTX 

g4572674 

267 

2.0e-23 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
68 

{AC006954) unknown protein [Arabidopsis thaliana] 
233597 

LIB3272-017-P1-K1-H1 

BLASTX 

gl724102 

498 

2.0e-50 

113 

84 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233598 

LIB3272-017-P1 

BLASTX 

g3800951 

180 

3.0e-13 
86 
43 

(AF100657) 
elegansl' 



-K1-H2 



No definition line found [Caenprhabditis 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233599 

.LIB3272-017-P1-K1-H3 
BLASTX 
g508304 
215 

3.0e-17 

73 

60 

{L22305) corC [Medicago sativa] 
233600 

LIB3272-017-P1-K1-H5 

BLASTX 

g3334147 

484 

8.0e-49 

136 

71 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class 
chitinase [Gossypium hirsutum] 

233601 

LIB3272-017-P1-K1-H6 

BLASTX 

g3451075 

370 

2.0e-35 

103 

64 

(AL031326) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. IDl: 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 



233602 

LIB3272-017-P1-K1-H7 
- BLASTX 
g2088652 
507 

2.0e-51 
122 

76 . • 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 

233603 

LIB3272-018-P1-K1-A1 

BLASTX 

gll4682 

476 

7.0e-48 

145 

67 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir ^A35227 H+-transporting ATP synthase (EC 

3,6.1.34) gamma chain precursor, mitochondrial r sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC, 3.6.1.3) [Ipomoea batatas] 

233604 

LIB3272-018-P1-K1-A10 

BLASTX 

g47'5048 

589 

4.0e-61 

132 

89 

(X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233605 

LIB3272-018-P1-K1-A11 

BLASTX 

g2564237 

402 

8.0e-44 

114 

77 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 
233606 

LIB3272-018-P1-K1-A12 

BLASTX 

g2791834 

694 

8.0e-76 

144 

100 
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NCBI Description (AF041463) elongation factor 1 -alpha. ,[Manihot esculenta] 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No". 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233607 

LIB3272-018-P1-K1-A4 

BLASTX 

g4056488 

236 

9.0e-20 

71 

63 

(AC005896) unknown protein [Arabidopsis thaliana] 
233608 

LIB3272-018-P1-K1-A6 

BLASTX 

g285741 

429 

2.0e-42 

146 

59 

(D14550) EDGP precursor [Daucus carota] 
233609 

LIB3272-018-P1-K1-A7 

BLASTX 

g602076 

345 

l.Oe-32 

-105 
16 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
233610 

LIB3272-018-P1-K1-A8 

BLASTX 

g3242075 

707 

5.0e-75 

141 

96 

(Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233611 

LIB3272-018-P1-K1-B1 

BLASTX 

g2997684 

327 

2.0e-30 

108 

63 

(AF053302) putative transcriptional co-activator 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



233612 

LIB3272-018-P1-K1-B11 
BLASTX 
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NCBI GI • • 
•BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g508304 
216 

2.0e-17 

75 

59 

{L22305) corC [Medicago sativa] 
233613 

LIB3272-018-P1-K1-B12 

BLASTX 

g3901014 

235 

l.Oe-19 
55 
76 

{AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



233614 

LIB3272-018-P1-K1-B2 

BLASTX 

g2507442 

166 

4.0e-12 

42 

74 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi_1419685_emb_CAA67207_ (X98618) TCTP-like protein 
[Medicago sativa] 

233615 

LIB3272-018-P1-K1-B3 

BLASTX 

gl944403 

468 

6.0e-47 

127 

73 

(D8 6590) cinnamyl alcohol dehydrogenase [Zinnia elegans] 



233616 

LIB3272-018-P1-K1-B4 

BLASTX 

g2695711 

526 

l.Oe-53 

118 

81 

( A JO 01370) cy t ochome 



b5 [Olea europaea] 



233617 

LIB3272-018-P1-K1-B5 

BLASTX 

g3176691 

395 

2.0e-38 
121 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36 

-(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403, gb_F14404, and gb_N96730 come from this gene. 
[Arabidopsis thaliana] 

233618 

LIB3272-018-P1-K1-B7 

BLASTX 

g4262174 

236 

2.0e-20 ' 

50 

80 

(AC005508) 9058 [Arabidopsis thaliana] 
233619 

LIB3272-018-P1-K1-B8 

BLASTX 

g3694872 

384 

2.Ge-37 
80 
88 



NCBI Description «:- ('AF092547) profilin [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 

BLAST score ^ 
E value 
Match length 
% identity 
NCBI Description 



233620 

LIB3272-018-P1-K1-B9 

BLASTX 

g2677828 

456 

l.Oe-45 

118 

70 

(U93166) cysteine protease [Prunus armeniaca] 
233621 

LIB3272-018-P1-K1-C1 

BLASTX 

g2459417 

382 

7.0e-37 

143 

56 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

233622 

LIB3272-018-P1-K1-C11 

BLASTX 

gl665867 

456 

l.Oe-45 

117 

70 

{Y09123) aspartic proteinase [Centaurea calcitrapa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ' 

Seq. ID 

Method • 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233623 

LIB3272-018-P1-K1-C12 

BLASTX 

g4098321 

639 

4.0e-67 
124 
98 

(U76745) 



beta-tubulin 2 [Triticum aestivuin] 



233624 

LIB3272-018-P1-K1-C2 

BLASTX 

g2244750 

710 

2.0e-75 

139 

98 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

233625 

LIB3272-018-P1-K1-C5 ^ 
BLASTX 

gl361983 ' ^ 
405 
, l,.0e-39 
124 
62 

ARP protein - Arabidopsis thaliana >gi_8864 34_emb_CAA89858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 

233626 

LIB3272-018-P1-K1-C6 

BLASTX 

gl00525 

599 ' 

3.0e-62 

123 

25 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ (X57003) polyubiquitin protein 
[Helianthus annuus] 

233627 

LIB3272-018-P1-K1-C9 

BLASTX 

gll9640 

165 

2.0e-ll 

96 

40 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 
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Seq. No. 

Seq..ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■''Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233628 

~LIB3272-018-P1-K1-D1 
BLASTX 
g2677828 
197 

3.0e-15 
121 
40 

(U93166) 



cysteine protease [Prunus armeniaca] 



233629 

LIB3272-018-P1-K1-D10 

BLASTX 

g2129495 

269 

l.Oe-23 

54 

89 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

233630 

LIB3272-018-P1-K1-D11 

BLASTX 

g3068809 

297 

4.0e-27 

81 

75 

(AF059295) Skpl homolog [Arabidopsis thaliana] 
233631 

LIB3272-018-P1-K1-D12 

BLASTX 

g4454097 

316 

4.0e-29 

83 

75 

{X85206) hybrid proline-rich protein [Catharanthus roseusj 
233632 

LIB3272-018-P1-K1-D2 

BLASTX 

gl710585 

111 

5.0e-09 

65 

58 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi_114 3507_emb_CAA6378 6_ 
(X93587) PO ribosomal protein [Lupinus luteus] 



Seq. No. 
Seq. ID 
Method 



233633 

LIB3272-018-P1-K1-D3 
BLASTX 
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NCBI GI 
■BLAST score 
E value 
Match lertgth 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70247 
520 

5.0e-53 

122 

71 

HEVEIN-LIKE PROTEIN PEIECURSOR >gi_407248 {U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 

233634 

LIB3272-018-P1-K1-D5 

BLASTX 

gll07526 

569 

8.0e-59 

138 

80 

(X87931) SIEPIL protein [Beta vulgaris] 
233635 

LIB3272-018-P1-K1-D7 

BLASTX 

g2792297 

261 

l.Oe-22 
77 

(AF039183) GAST-like gene product [Fragaria x ananassaj 
233636 

LIB3272-018-P1-K1-D8 

BLASTX 

g3309243 

611 

l.Oe-63 
124 
94 

(AF073507) 
limon] 



aconitase-iron regulated protein 1 [Citrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233637 

LIB3272-018-P1-K1-D9 

BLASTX 

gl657948 

283 

2.0e-25 

56 

91 

(U734 66) MipC [Mesembryanthemum crystallinum] 
233638 

LIB3272-018-P1-K1-E11 

BLASTX 

g4185515 

239 - 

2.0e-20 

78 

63, 
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NCBI Description 



{AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233639 

LIB3272-018-P1-K1-E12 

BLASTX 

g3892056 

274 

2.0e-24 

72 

76 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
233640 

LIB3272-018-P1-K1-E2 

BLASTX 

gl839188 

459 

7.0e-46 

102 

84 

(U86081) root hair defective 3 [Arabidopsis thaliana] 
233641 

LIB3272-018-P1-K1-E3 

BLASTX 

g4539545 

685 

2.0e-72 

135 

98 

(Y16644) PRCI [Nicotiana tabacum] 
233642 

LIB3272-018-P1-K1-E4 

BLASTX 

gl6S9024 

410 

3.0e-40 

116 

66 

(U78866) genelOOO [Arabidopsis thaliana] >gi_1699057 
(U78870) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI'^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233643 

LIB3272-018-P1-K1-E8 

BLASTX 

g3885328 

208 

2.0e-16 

126 

33 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis" thaliana] 



Seq. No. 
Seq. ID 



233644 

LIB3272-018-P1-K1-E9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2462758 

377 

3.0e-36 

126 

60 

(AC002292) 
thaliana] 



putative RNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233645 

LIB3272-018-P1-K1-F11 

BLASTX 

g3482967 

250 

8.0e-22 

58 

81 

(AL031369) Protein phosphatase 2C-like protein [Arabxdopsis 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

233646 

LIB3272-0ia-Pl-Kl-F2 

BLASTX 

gl351411 

502 

6.0e-51 

122 

75 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) {PROTEINASE B) 

>gi_107 6553_pir S49175 cysteine proteinase precursor - 

spring vetch >gi_2129906_pir S68984 cysteine proteinase 

precursor - spring vetch >gi_510358_emb_CAA84 383_ {Z34899) 
cysteine proteinase [Vicia sativa] 

233647 

LIB3272-018-P1-K1-F4 
BLASTX ^ - 

g2191150 
166 

l.Oe-11 

67 
63 

{AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

233648 

LIB3272-018-P1-K1-G5 

BLASTX 

g2462748 

591 

2.0e-61 

122 

93 

(AC00.2292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 
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Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI* GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233649 

LIB3272-018-P1-K1-G7 

BLASTX 

gll68727 

336 

4.0e-39 

113 

70 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) 
>gi_474300_dbj_BAA03099_ (D13991) cinnamyl alcohol 

dehydrogenase [Aralia cordata] >gi_74 5086_prf 2015401A 

cinnamoyl alcohol dehydrogenase [Aralia cordata] 

233650 

LIB3272-018-P1-K1-H1 

BLASTX 

gll9350 

519 

6.0e-53 

112 

89 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ {X58107) enolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233651 

LIB3272-r018-Pl-Kl-Hll 

BLAS.TX 

g3355624 

410 

3.0e-42 

99 

86 

(AJ000241) partial sequence, homology to protein 
phospatases [Hordeum . vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233652 

LIB3272-018-P1-K1-H2 

BLASTX 

g4490728 

298 

5.0e-27 

92 

60 

(AL035709) putative protein [Arabidopsis thaliana] 
233653 

LIB3272-018-P1-K1-H5 

BLASTX 

g2129758 

225 

l.Oe-18 

81 

58 

ubiquitin conjugating enzyme E2 protein - Arabidopsis 
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thaliana >gi_992704 (U33757) UBC7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233654 

LIB3272-018-P1-K1-H6 

BLASTX 

g2078350 

159 

8.0e-ll 

77 

48 

(U95923) transaldolase [Solanum tuberosum] 
233655 

LIB3272-018-P1-K1-H8 

BLASTX 

g456568 

165 

l.Oe-11 

47 

66 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 
233656 

LIB3272-018-P1-K1-H9 

BLASTX . - - 

g4056469 

508 

6.0e-68 

141 

97 

(AC005990) Strong similarity to gb__M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

233657 

LIB3272-019-P1-K1-A1 

BLASTX 

g3641312 

545 

5.0e-56 

121 

84 

(AF087412) AJH2 [Arabidopsis thaliana] 
233658 

LIB3272-019-P1-K1-A10 

BLASTX 

g3334147 

535 

6.0e-55 

121 

83 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I '* 
chitinase [Gossypium hirsutum] 



33728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length . 
% identity 
^JiCBI Description 



233659 

LIB3272-019-P1-K1-A11 

BLASTX 

g231675 

315 

2.0e-29 

66 

85 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) >gi_282955_pir S23525 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) - common 
tobacco >gi_19839_emb_CAA4 4 216_ (X62343) cinnamyl-alcohol * 
dehydrogenase [Nicotiana tabacum] 

233660 

LIB3272-019-P1-K1-A2 

BLASTX 

g2811025 

262 

8.0e-23 

83 

63 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4 181_dbj_BAA196.07_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233661 

LIB3272-019-P1-K1-A5' 

BLASTX . . 

g2493131 

547 

3.0e-56 

114 

96 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_167108 {L11862) vacuolar ATPase B subunit 
[Hordeum vulgare] 



Seq. No.... 

Seq. id" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233662 

LIB3272-019-P1-K1-A7 

BLASTX 

g3320379 

614 

4 .Oe-64 

134 

90 

(AF014375) putative JUN kinase activation domain binding 
protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233663 

LIB3272-019-P1-K1-A9 

BLASTX 

g417103 

466 

9.0e-47 

111 

89 

HISTONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - ^Arabidopsis thaliana 
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>gi 16324_emb_CAA42957_ (X60429) histone H3.3 like protein^ 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 {U09461) histone 
H3,2 [Medicago sativa] >gi__488575 {U094 64) histone H3.2 
(Medicago sativa] >gi_488577 {U09465) histone H3.2 
[Medicago sativa] >gi__510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ {X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 2558944 {AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi 40384 69_gb_AAC97380_ {AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233664 

LIB3272-019-P1-K1-B1 

BLASTX 

gll9937 

360 

2.0e-34 

112 

63 

FERREDOXIN I PRECURSOR >gi_6574 l_pir FESPl ferredoxin- 

[2Fe-2S] I precursor - spinach >gi_170109 (M35660) 
ferredoxin I precursor [Spinacia oleracea] 
>gi_227453_prf 1704156A ferredoxin I [Spinacia oleracea] 

233665 

LIB3272-019-P1-K1-B11 

BLASTX 

gl703375 

558 

2.0e-57 

109 

99 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj__BAA08259_ {D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233666 

LIB3272-019-P1-K1-B5 

BLASTX 

g232031 

183 

l.Oe-13 ^ 

79 

49 

ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta* chain - rice 
>gi_218161_dbj_BAA02253"_ (D12821) elongation factor I beta' 
[Oryza sativa] 



Seq. No. 
Seq. ID 



233667 

LIB3272-019-P1-K1-B6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX . 

g3377797 

539 

3.0e-55 

132 

80 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



233668 

LIB3272-019-P1-K1-C1 

BLASTX 

g4538911 

562 

5.0e-58 

137 

78 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
233669 

LIB3272-019-P1-K1-C10 

BLASTX 

gll4420 

223 

3.06-18 

78 

59 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_100882_pir S114 91 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233670 

LIB3272-019-P1-K1-C12 

BLASTX 

g3810848 

329 

l.Oe-30 

110 

52 

(AL032684) putative autophagy protein [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233671 

LIB3272-019-P1-K1-C6 

BLASTX 

gl213069 

458 

9.0e-4 6 

88 

95 

(X79675) dihydrodipicolinate synthase [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233672 - • - 

LIB3272-019-P1-K1-C8 • * 

BLASTX 

g3860255 

164 

5.0e-22 

130 

49 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
233673 

LIB3272-019-P1-K1-D12 

BLASTX 

'g4406775 

226 

l.Oe-18 

98 

45 

(AC006836) unknown protein [Arabidopsis thaliana] 
233674 ' 

LIB3272-019-P1-K1-D3 

BLASTX : 

g3603456 

542 

8.0e-56 

108 

30 

(AF088848) polyubiquitin [Capsicum chinense]- 
233675 

LIB3272-019-P1-K1-D4 

BLASTX 

g3810848 

273 

3.0e-24 

92 

51 

(AL032684) putative autophagy protein [Schizosaccharomyces 
pombe] 

233676 

LIB3272-019-P1-K1-D5 

BLASTX 

g417745 

684 

3.0e-72 
135 
97 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE) (ADOHCYASE) 



( S-ADENOSYL-L-HOMOCYSTEINE 
>gi_170773 (L11872) 



S-adenosyl-L-homocysteine. hydrolase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 



233677 

LIB3272-019-P1-K1-D7 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCB-I Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2879867 
412 

2.0e-40 

115 

68 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



233678 

LIB3272r019-Pl-Kl-D8 

BLASTX 

gl928981 

505 

2.0e-51 

112 

90 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

233679 

LIB3272-019-P1-K1-D9 

BLASTX 

g3901018 

294 

2.0e-26 

109 

56 

(AJ130889) stress and pathogenesis-related protein [Fagus 
sylvatica] ^ 

233680 

LIB3272-019-P1-K1-E10 

BLASTX 

g2618721 

164 

2.0e-ll 

77 

55 

(U49072) IAA16 [Arabidopsis thaliana].. 
233681 

LIB3272-019-P1-K1-E4 

BLASTX 

g2833386 

347 

8.0e-33 

91 

79 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 

>gi_2129493_pir S62724 ribulose-phosphate 3-epinierase (EC 

5.173.1) precursor - spinach >gi_1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 
>gi 3264788 (AF070941) ribulose-phosphate'^ 3-epimerase 
[Spinacia oleracea] >gi_1587969_prf_2207382A 
D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 
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Seq, No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233682 

.LIB3272-019-P1---K1-E5 

BLASTX 

gl928981 

594 

9.0e-62 

125 

63 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233683 

LIB3272-019-P1-K1-E6 

BLASTX 

gl408471 

511 

6.0e-52 

114 

81 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



233684 

LIB3272-019-P1-K1-E9 

BLASTX 

gl703446 

440 

l.Oe-43 

134 

68 

L-ASPARAGINASE .(L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi~735918_emb_CAA84 367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq-.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233685 

LIB3272-019-P1-K1-F3 

BLASTX 

g2792297 

243 

l.Oe-20 

77 

56 

(AF039183) GAST-like gene product [Fragaria x ananassa] 
233686 

LIB3272-019-P1-K1-F4 

BLASTX 

g4580389 

200 

l.Oe-15 

119 

33 

(AC007171) unknown protein [Arabidopsis thaliana] 



Seq. No. 



233687 
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Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-019-P1-K1-F7 

BLASTX 

gll70747 

324 

4.0e-30 

78 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
{M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 {M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233688 
. LIB3272-019-P1-K1-F8 
BLASTX 
gll70747 
280 

6.0e-25 

68 

84 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167 34 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 {M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI "GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



233689 

LIB3272-019-P1-K1-F9 

BLASTX 

g37192U 

499 

l.Oe-50 

120 

82 

{U97021) UIP2 [Arabidopsis thaliana] 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233690 

LIB3272-019-P1-K1-G10 

BLASTX 

g3021506 

257 

2.0e-22 
65 
72 

(X96727) 
tabacum] 



isocitrate dehydrogenase (NAD+) [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233691 

LIB3272-019-P1-K1-G3 

BLASTX 

gl694976 

350 

4.0e-33 

76 

84 

{Y09482) HMGl '.[Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ {Y14073) HMG 
thaliana] 



protein [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233692 

LIB3272-019-P1-K1-G4 

BLASTX 

gl063415 

371 

l.Oe-35 

106 

70 

(L40948) K+ channel protein [Arabidopsis thaliana] 
233693 

LIB3272-019-P1-K1-G9 

BLASTX 

gll66450 

257 

3.0e-22 

56 

82 

(X95262) Tfm5 [Lycopersicon esculentum] 
233694 

LIB3272-019-P1-K1-H1 

BLASTX 

g464846 

404 

2.0e-39 

79 

94 

TUBULIN ALPHA-6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA4 4 863_ {X63178) 
alpha-tubulin #6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233695 

LIB3272-019-P1-K1-H11 

BLASTX 

g3372233 

414 

l.Oe-40 

102 

75 

(AF019248) RNA polymerase I, II and III 
[Arabidopsis thaliana] 



24.3 kDa subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233696 

LIB3272-019-P1-K1-H12 

BLASTX 

g3023419 

497 

2.0e-50 

102 

93 

CAFFEOYL-COA 0-METHYLTRANSFERASE (TRANS-CAFFEOYL-COA 
3-0-METHYLTRANSFERASE) (CCOAMT) (CCOAOMT) 
>gi_1934859_emb_CAA72911_ {Y12228) caffeoyl-CoA 
0-methyltransferase [Eucalyptus gunnii] 



33736 



Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^233697 

LIB3272-019-P1-K1-H2 

BLASTX 

•g-4539296 

284 

2.0e-25 
107 

50 

(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 

233698 

LIB3272-019-P1-K1-H4 
BLASTX - * 

gl657374 
414 

l.Oe-40 

89 

87 

(X96853) endo-beta-1, 4-glucanase [Prunus persica] 
>gi__1657380_emb_CAA65600_ (X96856) endo-beta-1, 4-glucanase 
[Prunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



233699 

LIB3272-019-P1,tK1-H5 

BLASTX 

g974294 

294 

l.Oe-26 

102 

56 

(U31309) LP6 [Pinus taeda] 
233700 

LIB3272-019-P1-K1-H9 

BLASTX 

g529353 

122 

l.Oe-10 

67 

57 

(U127 57) diphenol oxidase [Acer pseudoplatanus] 
233701 

LIB3272-020-P1-K1-A1 

BLASTX 

g3393062 

295 

7.0e-27 

82 

62 

(Y17386) putative In2.1 protein [Triticum aestivum] 
233702 

LIB3272-020-P1-K1-A10 

BLASTX 

gl657948 
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BLAST score 4 31 

E value l.Oe-42 

Match length 98 . - 

% identity 84 

NCBI 'Description {U73466) MipC [Mesembryanthemum crystallinum] 

Seq. No. 233703 

Seq. ID LIB3272-020-P1-K1-A11 

Method BLASTX 

NCBI GI gll07526 

BLAST score 319 

E value l.Oe-29 

Match length 88 

% identity 68 

NCBI Description (X87931) SIEPIL protein [Beta vulgaris] 



233704 

LIB3272-020-P1-K1-A12 
BLASTX 
g4337040 
383 

5.0e-37 
90 
82 

{AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4 33704 2_gb_AAD18051_ (AF124160) molybdopterin 
synthase^ 'sulphurylase [Arabidopsis thaliana] 

233705 

LIB3272-020-P1-K1-A2 
BLASTX 
g464987 
249 

l.Oe-21 . 
53 
91 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10). (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase {EC 

6.3.2.19) UBCIO - Arabidopsis thaliana 

>gi 29787 8_eitib_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 {L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

233706 

LIB3272-020-P1-K1-A3 

BLASTX ' ^ 

g2129753 
222 

2.0e-18 
83 
59 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

Seq. No. 233707 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-020-P1-K1-A4 ^ 

BLASTX 

gl31773 

252 

6.0e-22 

79 

65 

4 OS RIBOSOMAL PROTEIN S14 {CLONE MCH2) 

>gi 82724_pir B30097 ribosomal protein S14 (clone MCH2) - 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233708 

LIB3272-020-P1-K1-A5 

BLASTX 

g729273 

183 

l.Oe-28 

103 

65 

CYPR04 PROTEIN >gi_322804_pir S28592 cypro4 protein - 

cardoon >gi_17 959_emb_CAA4 9354_ (X69672) cypro4 [Cynara 
cardunculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



233709 

LIB3272-020-P1-K17A7 

BLASTX 

g3319340 

364 

4.0e-35 

80 

78 

{AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

233710 

LIB3272-020-P1-K1-A8 

BLASTX 

g456568 

158 

7.0e-ll 

54 

65 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 
233711 

LIB3272-020-P1-K1-B1 

BLASTX 

g4538945 

225 

l.Oe-18 
70 

60 ... . 

(AL049483) putative thioredoxin [Arabidopsis thaliana] 

233712 

LIB3272-020-P1-K1-B10 
BLASTX 



33739 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4249388 . 
440 

l.Oe-43 

111 

74 

{AC005966) Similar to gb_AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233713 

LIB3272-020-P1-K1-B12 

BLASTX 

gl67367 

298 

4.0e-27 

98 

62 

(L08199) peroxidase [Gossypium hirsutum] 
233714 

LIB3272-020-P1-K1-B3 

BLASTX 

g2129772 

301 

2.t)e-27 
88 

65 ■ . - 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

233715 

LIB3272-020-P1-K1-B5 

BLASTX 

gl332579 ' 

554 

4.0e-57 
115 

10 ' 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 233716 

Seq. ID LIB3272-020-P1-K1-B6 

Method BLASTX 

NCBI GI g2677828 

BLAST score 194 

E value l.Oe-16 

Match length 122 

% identity 42 

NCBI Description (U93166) cysteine protease [Prunus armeniaca] 

Seq. No. 233717 

Seq. ID LIB3272-020-P1-K1-B9 

Method BLASTX 

NCBI GI g3334147 

BLAST score ' 397 

E value 9.0e-39 

Match length 118 



33740 



% identity. 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

ENDOCHITINASE 1 PRECURSOR >gi_14 69788 {U60197) class I 
chitinase [Gossypium hirsutum] 

233718 

LIB3272-020-Pl-Kr-Cl 

BLASTX 

g3033397 

336 

2.0e-31 

93 

71 

(AC004238) unknown protein [Arabidopsis thaliana] 
233719 

LIB3272-020-P1-K1-C10 

BLASTX 

g416758 

162 

3.0e-17 

85 

55 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) • 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 
>gi_445120_prf_1908426A carboxypeptidase Y [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233720 

LIB3272-020-P1-K1-C12 

BLASTX 

gll07526 

319 

2.0e-29 

132 

55 

{X87931) SIEPIL protein [Beta vulgaris] 
233721 

LIB3272-020-P1-K1-C3 

BLASTX 

g4220446 

486 

4.0e-49 

130 

74 

(AC006216) Strong similarity to gi_2062155 T02O04.2 
mitochondrial processing peptidase alpha subunit pr.ecusor 
isolog from Arabidopsis thaliana BAC gb_AC001645. ESTs 
gb_Z18504 and gb_AA395715 come from this gene. [Arabidops 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



233722 

LIB3272-020-P1-K1-C4 

BLASTX 

gl20669 

472 

2.0e-47 
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Match length 94 
% identity" 93 

NCBI Description ..GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-S-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233723 

LIB3272-020-P1-K1-C5 

BLASTX 

gll5492 

525 

l.Oe-53 

102 

51 

CALMODULIN-RELATED PROTEIN >gi_169205 {M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233724 

LIB3272-020-P1-K1-D1 

BLASTX 

g4490321 

311 

l.Oe-28 

78 

79 

(AJ011604) nitrate transporter [Arabidopsis thaliana] 
233725 

LIB3272-020-P1-K1-D10 

BLASTX 

g4454466 

192 

1.0e^l4 

52 

65 

{AC006234) unknown protein [Arabidopsis thaliana] 
233726 

LIB3272-020-P1-K1-D11 

BLASTX 

g3402703 

159 

9.0e~ll 

116 

33 

(AC004261) hypothetical protein * [Arabidopsis thaliana] 
233727 

LIB3272-020-P1-K1-D12 

BLASTX 

g4262154 

448 

l.Oe-44 

129 

73 



33742 



NCBI- Description (AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233728 

LIB3272-020-P1-K1-D2 

BLASTX 

g2257716 

454 

2.0e-45 

116 

72 

(U90439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

"Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



233729 

LIB3272-020-P1-K1-D3 

BLASTX 

g2144099 

184 

l.Oe-13 

57 

51 

Set alpha isoform - rat >gi_545263_bbs_143660 (S68589) Set 
alpha isoform=leukemogenesis protein {alternatively 
spliced} [rats, neonatal kidney. Peptide, 289 a"a] [Rattus 
sp. ] >gi_741750_prf 2008109A set gene [Rattus norvegicus] 

233730 

LIB3272-020-P1-K1-D5 

BLASTX 

gl220196' 

589 

3.0e-61 

129 

89 

(U'4 9061) alcohol dehydrogenase 2a [Gossypiuin hirsutum] 
233731 

LIB3272-020-P1-K1-D6 

BLASTX 

gl67367 

154 

3.0e-10 

95 

42 

(L08199) peroxidase [Gossypium hirsutum] 

233732 " ' 

LIB3272-020-P1-K1-D7 

BLASTX 

g3694872 

491 

l.Oe-49 

115 

80 

(AF092547) profilin [Ricinus communis] 



Seq. No. 



233733 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-020-P1-K1-D9 

BLASTX 

gl32944 

612 

7.0e-64 

121 

92 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 {ARP2) - Arabidopsis thaliana >gi_806279 
{M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233734 

LIB3272-020-P1-K1-E11 

BLASTX 

g3789799 

210 

9.0e-17 

127 

9 

(AF060219) RCCl-like G exchanging factor RLG [Homo sapiens] 
>gi_4557445_ref_NP_001259.1_pCHClL_ RCCl-like G exchanging 
factor RLG 



Seq. No. 

Seq... ID i 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233735 - - 

LIB3272-02d-Pl-Kl-E12 

BLASTX 

g2129987 

422 

l.Oe-41 

92 

85 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
potato (fragment) >gi_755187 (U17005) glyceraldehyde 
3-phosphate dehydrogenase [Solanum tuberosum] 



Seq. No. 


233736 


Seq. ID 


LIB3272-020 


Method 


BLASTX 


NCBI GI 


'g.4263706 


BLAST score 


34 3 


E value 


2.6e-32 


Match length 


131 


% identity 


55 


NCBI Description 


(AC006223.) ; 


Seq. No. 


233737 


Seq. ID , 


LIB3272-020 


Method 


BLASTX 


NCBI GI 


g3789799 


BLAST score 


210 


E value 


9.0e-17 


Match length 


127 


% identity 


9 


NCBI Description 


(AF060219) 



-E2 



-P1-K1-E5 



factor RLG 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



233738 

LIB3272-020-P1-K1-E7 

BLASTX 

g4337040 

344 

4.0e-36 

95 

85 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4337042_gb_AAD18051_ {AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233739 

LIB3272-020-P1-K1-E9 

BLASTX 

g3123745 

169 

6.0e-12 

93 

39 

(AB013447) aluminum-induced [Brassica napus] 
233740 

LIB3272-020-P1-K1-F1 

BLASTX 

g2244979 

221 

l.Oe-29 

126 

58 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233741 

LIB3272-020-P1-K1-F11 

BLASTX 

g3687237 

405 

l.Oe-3.9 

127 

65 

{AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233742 

LIB3272-020-P1-K1-F2 

BLASTX 

g4406787 

392 

4.0e-38 

102 

78 

(AC006532) NADH- dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



233743 

LIB3272-020-P1-K1-F4 
BLASTX 



33745 



NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length *- 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3123745 
319 

2.0e-29 

97 

64 

(AB013447) aluminum-induced [Brassica napus] 
233744 

LIB3272-020-P1-K1-F5 

BLASTX 

g2078350 

223 

3.0e-18 

50 

82 

(U95923) transaldolase [Solanum tuberosum] 
233745 

LIB3272-020-P1-K1-F8 

BLASTX 

g730583 

244 

9.0e-2I 

114 - " 

48 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267^emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 

233746 

LIB3272-020-P1-K1-F9 

BLASTX 

g3158474 

483 

9.0e-49 

105 

90 

(AF067184) aquaporin 1 [Samanea saman] 
233747 

LIB3272-020-P1-K1-G1 

BLASTX 

gll74613 

478 

3.0e~66 

133 

99 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_5565 60_dbj_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



Seq. No. 
Seq. IP 
Method 
NCBI GI 
BLAST score 



233748 

LIB3272-020-P1-K1-G10 

BLASTX 

g3334147 

479 
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E value 
Match length 
% identity - 
NCBI Description 



3.0e-48 

130 

73 

ENDOCHITINASE 1 PRECURSOR >gi_14 69788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233749 

LIB3272-020-P1-K1-G11 

BLASTX 

g3659907 

4'48 

l.Oe-44 

112 

79 

(AF091857) protein translation factor SUIl homolog 
[Pimpinella brachycarpa] 

233750 

LIB3272-020-P1-K1-G12 

BLASTX 

gl497987 

240 

3.0e-20 

129 

40 

{U62798) SCARECROW [Arabidopsis thaliana] 
233751 

LIB3272-020-P1-K1-G3 

BLASTX 

g3158376 

485 

5.0e-49 

129 

75 

(AF035385) unknown [Arabidopsis thaliana] 

233752 ^ - 

LIB3272-020-P1-K1-G4 

BLASTX 

g3096931 

166 

l.Oe-11 

62 

52 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233753 

LIB3272-020-P1-K1-G5 

BLASTX 

gll29145 

551 

9.0e-57 

134 

84 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 
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Seq. No. 

Seq. ID 

Method 

N'CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233754 

LIB3272-020-P1-K1-G6 • 

BLASTX 

g2583134 

330 

8.0e-31 

89 

70 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233755 

LIB3272-020-P1-K1-G7 

BLASTX 

g629483 

309 

2.0e-28 

115 

56 

gene 1-Sc3 protein - European white birch 

>gi_534898_einb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233756 

LIB3272-020-P1-K1-H1 

BLASTX 

g4098128 

549 

2.0e-56 

122 

89 

(U73588) sucrose synthase [Gossypiuiti hirsutum] 



233757 

LIB3272-020-P1-K1-H10 

BLASTX 

g3551954 

191 

2.0e-14 

114 

38 

{AF082030) senescence-associated protein 5 
hybrid cultivar] 



[Hemerocallis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-..233758 
LIB3272-020-P1-K1-H12 
BLASTX 
g4454097 
273 

4.0e-24 

66 

82 

(X85206) hybrid proline-rich protein [Catharanthus roseus] 



Seq. No. 



233759 



33748 



Seq. ID 

Method 

NCBi Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-020-P1-K1-H4 

BLASTX 

g4455364 

212 

4.0e-17 

80 

51 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-H8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CAD) 
(EC 1 



>gi_629475_pir S39509 

1.1.195) - Norway 



(X72675) cinnamyl-alcohol 



233760 

LIB3272-020-P1-K1 
BLASTX 
g584872 
318 

2.0e-29 
114 
49 

CINNAMYL-ALCOHOL DEHYDROGENASE 
cinnamyl-alcohol dehydrogenase 
spruce >gi_393443_einb_CAA5122 6_ 

dehydrogenase [Picea abies] >gi_3451286_emb_CAA05096_ 
(AJ001925) cinnamyl alcohol dehydrogenase [Picea abies] 
>gi_3451288_emb_CAA05097_ (AJ001926) cinnamyl alcohol 
dehydrogenase [Picea abies] 

233761 

LIB3272-021-P1-K1-A10 

BLASTX " ' - 

g2511574 

532 , 

2.0e-54 

118 

93 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PABl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233762 

LIB3272-021-P1-K1-A11 

BLASTX 

g2827559 

156 

2.0e-10 

42 

69 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292808_emb_CAA19798_ (AL031018^r putative protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233763 

LIB3272-021-P1-K1-A12 

BLASTX 

g4456760 

482 

l.Oe-48 
110 
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% identity 73 

NCBI Description (AJ0^0692) osmotin-like protein [Quercus suber] 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233764 

LIB3272-021-P1-K1-A4 

BLASTX 

g2829275 

508 

l.Oe-51 

136 

73 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 {AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4 539375_einb_CAB40069. 1_ 
(AL049525) nucleoside diphosphate kinase 3 {ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value- 
Match length 
% identity 
NCBI Description 



233765 

LIB3272-021-P1-K1-A5 

BLASTX 

g4263791 

270 

9.0e-24 

133 

40 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



233766 

LIB3272-021-P1-K1-A6 

BLASTX 

g729470 

487 

3.0e-49 
119 

.79 

MITOCHONDRIAL FOEIMATE DEHYDPlOGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA7 9702_ 

(Z21493) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233767 

LIB3272-021-P1-K1-A8 

BLASTX 

g3450842 

283 

2.0e-25 
90 
59 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 
Seq. ID 



233768 

LIB3272-021-P1-K1-B1 



33750 



Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

•r* 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI . 



BLASTX 
g2088654 

4 .Oe-44 

102 

84 

(AF002109) 



60S acidic ribosomal protein PO isolog 



[Arabidopsis thaliana] 
233769 

LIB3272-021-P1-K1-B12 

BLASTX 

g3643609 

425 

6.0e-42 

133 

67 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

233770 

LIB3272-021-P1-K1-B2 

BLASTX 

g3342913 

158 

l.Oe-10 
128 
'31 

(AF078916) oligopeptidase B [Trypanosoma brucei brucei] 
233771 

LIB3272-021-P1-K1-B3 

BLASTX 

g3913295 

340 

3.0e-32 

77 ■ ' . - 

88 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-0-METHYLTRANS FERASE ) ( COMT ) >gi_602 5 8 8_emb_CAA58 2 1 8_ 
(X83217) caffeic 0-methyltransferase [Prunus dulcis] 

233772 

LIB3272-021-P1-K1-B7 

BLASTX 

g4426565 

165 • 

2.0e-ll 

87 

40 

• (AF031483) unknown [Rattus norvegicus] 
233773 

LIB3272-021-P1-K1-B8 

BLASTX 

g2687584 



33751 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



493 

6.0e-50 
135 

75 - 

{AF033100) S-adenosylmethionine decarboxylase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233774 

LIB3272-021-P1-K1-C1 

BLASTX 

gl21953 

189 

3.0e-14 
43 

88 ' 

HISTONE HI >gi_81905_pir S00033 histone Hl.b - garden pea 

>gi_207 62_emb_CAA29123_ (X05636) HI histone (AA 1-263) 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233775 

LIB3272-021-P1-K1-C12 

BLASTX 

gl706547 

395 

8.0e-40 

127 

66 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDAS.E, BASIC VACUOLAR ISOFORM 

PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 

( (l->3) -BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 



Seq. No. 


233776 


Seq. ID 


LIB3272-I 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


410 


E value 


3.0e-40 


Match length 


77 


% identity 


94 


NCBI Description 


(D89802) 


Seq. No. 


233777 


Seq. ID 


LIB3272-' 


Method 


BLASTX 


NCBI GI 


g3694872 


BLAST score 


429 


E value 


2.0e-42 


Match length 


108 


% identity 


75 


NCBI Description 


(AF09254 


Seq. No. 


233778 


Seq. ID 


LIB3272- 


Method 


BLASTX 



-P1-K1-C3 



33752 



NCBI GI 

BLAST score 

E -value <l • 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2160166 
483 

l.O'e-48 

133 

66 

(AC000132) No definition line found [Arabidopsis thaliana] 
233779 

LIB3272-021-P1-K1-C8 

BLASTX 

g3242721 

372 

l.Oe-35 
111 ' 
60 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233780 

LIB3272-021-P1-K1-D1 

BLASTX 

g2078350 

600 

2.0e-62 

134 

87 

(U95923) transaldolase [Solanum tuberosum] 
233781 

LIB3272-021-Pl-Ki-D10 

BLASTX 

g3043432 

186 

6.0e-14 

34 

100 

(AJ005348) Ubiquitin conjugating enzyme [Cicer arietinum] 
233782 

LIB3272-021-P1-K1-D11 

BLASTX 

g543905 

446 

2.0e-44 

106 

82 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value ' 
Match length 
% identity 



233783 

LIB3272-021-P1-K1-D3 

BLASTX 

g2500354 

648 

3.0e-69 - 

134 

91 



33753 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



60S RIBOSOMAL PROTEIN LIO (EQM) >gi_1902894_dbj_BAA194 62 
(AB001891) QM. family protein [Solanum melongena] 

233784 

LIB3272-021-P1-K1-D4 

BLASTX 

g4210948 

454 

2.0e-45 

96 

91 

(AF085275) DnaJ protein [Hevea brasiliensis] 
233785 

LIB3272-021-P1-K1-D5 

BLASTX 

g3153902 

428 

3,0e-42 

109 

79 

(AF066076) 14-3-3-like protein [Helianthus annuus] 



233786 

LIB3272-021-P1-K1-D6 

BLASTX 

gl928981 

626 

2.0e-65 

133 

64 

(U92651) tonoplast intrinsic 
oleracea var. botrytis] 



protein bobTIP26-l [Brassica 



233787 

LIB3272-021-P1-K1-E1 

BLASTX 

g3858935 

116 

7.0e-09 

92 

48 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4 103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

233788 

LIB3272-021-P1-K1-E3 

BLASTX 

g3024501 

516 

l.Oe-52 • 

103 

97 

RAS-RELATED PROTEIN RABllC >gi_137014 6_emb_CAA98179 
(Z73951) RABllC [Lotus japonicus] 



33754 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233789 

LIB3272-021-P1-K1-E5 

BLASTX 

g3776559 

325 

3.0e-30 

95 

64 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233790 

LIB3272-021-P1-K1 

BLASTX 

g3600058 

328 

l.Oe-30 
90 
79 

(AF080120) 
thaliana] 



-E7 



similar to vacuolar ATPases [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233791 

LIB3272-021-P1-K1-E8 

BLASTX 

g3876865 

158 

l.Oe-10 

122 

36 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8'. 3 co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233792 

LIB3272-021-P1-K1-F10 

BLASTX 

g3702332 

390 

7.0e-38 

108 

68 

(AC005397) unknown protein [Arabidopsis thaliana] 
233793 

LIB3272-021-P1-K1-F11 

BLASTX 

g4454043 

338 ■ , 

7.0e-32 

112 

57 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 



33755 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233794 

LIB3272-021-P1-K1-F12 

BLASTX 

gll3220 

237 

2.0e-20 

49 

92 

ACTIN 1 >gi_71640_pir ^ATZMl actin - maize 

233795 

LIB3272-021-P1-K1-F3 

BLASTX 

gl67367 

541 

2.0e-55 

135 

79 

(L08199) peroxidase [Gossypiuiti hirsutum] 
233796 

LIB3272-021-P1-K1-F4 

BLASTX 

g2464852 

207 . - ' 

2.0e-16 

114 

4 6 

rz99707) putative protein [Arabidopsis thaliana] 
233797 

LIB3272-021-P1-K1-F5 

BLASTX 

g3334245 

189 

l.-0e-14 

45 

82 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE ) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2909424_emb_CAA12028_ {AJ224520) Glyoxalase I [Cicer 
arietinum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



233798 

LIB3272-021-P1-K1-F9 

BLASTX 

g2286153 

526 

8.0e-54 

106 

99 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
233799 

LIB3272-021-P1-K1-G1 



33756 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl850546 

403 

2.0e-39 

103 

79 

(U88045) syntaxin related protein AtVain3p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value . 
' Match- length ' 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity * 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



233800 

LIB3272-021-P1-K1-G10 

BLASTX 

g3337366 

203 

5.0e-16 

106 

23 

(AC004481) unknown protein [Arabidopsis thaliana] 
233801 

LIB3272-021-P1-K1-G11 

BLASTX 

g3175990 

350 

3.0e-33 

72 

92 

(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 

' 233802 
LIB3272-021-P1-K1-G12 
BLASTX 
g419789 
296 

8.0e-27 

86 

67 

hypothetical protein - potato - 
233803 

LIB3272-021-P1-K1-G2 

BLASTX 

g543867 

112 

l.Oe-11 

95 

56 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir ^A47493 H+-transporting . ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

233804 

LIB3272-021-P1-K1-G3 

BLASTX 

gll7549 



33757 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID - 
Method 
NCBI GI 
BLAST score 
E value 



175 

l.Oe-12 
105 

39" 

QUINONE OXIDOREDUCTASE (NADPH : QUINONE REDUCTASE) 

(ZETA-CRYSTALLIN) >gi_65895_pir CYGPZ zeta-crystallin / 

quinone reductase (NADPH) (EC 1.6.-.-) - guinea pig 
>gi_305333 (M26936) zeta-crystallin [Cavia porcellus] 

233805 

LIB3272-021-P1-K1-G4 

BLASTX 

g3687237 

255 

4.0e-22 

104 

57 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

233806 

LIB3272-021-P1-K1-G8 

BLASTX 

g3953471 

328 

l.Oe-30 

75 

81 

(AC002328) F2202.16 [Arabidopsis thaliana] 
233807 

LIB3272-021-P1-K1-H1 

BLASTX 

gl350956 

423 

l.Oe-41 

97 

87 

4 OS RIBOSOMAL PROTEIN S20 {S22) 
"233808 

LIB3272-021-P1-K1-H11 

BLASTX 

g507275 

177 

7.0e-13 

103 

39 

(L34159) NADPH: quinone oxidoreductase/zeta crystallin [Lama 
guanicoe] 

233809 

LIB3272-021-P1-K1-H12 

BLASTX '* 

gl67367 

437 

2.0e-43 



33758 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



116 
73 

(L08199) peroxidase [Gossypium hirsutum] 
233810 

LIB3272-021-P1-K1-H3 

BLASTX 

g267082 

559 

l.Oe-57 

106 

94 

TUBULIN BETA-8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta- 
chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233811 

LIB3272-021-P1-K1-H4 

BLASTX 

gl00203 

311 

l.Oe-28 
107 

60 . . . - 

■cysteine proteinase (EC 3.4.22.-) precursor - tomato 
>gi_19195_emb_CAA784 03_ {Z14028) pre-pro-cysteine 
proteinase [Lycopersicon esculentum] 

233812 

LIB3272-021-P1-K1-H5 

BLASTX 

g3643609 

428 

3.0e-42 

135 

66 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233813 

LIB3272-021-P1-K1-H6 

BLASTX 

gl279588 

411 

3.0e-40 

117 

68 

{Z71749) glutathione S-transf erase [Nicotiana 
plumbaginif olia] 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 
E value 
Match length 



233814 

LIB3272-021-P1-K1-H7 

BLASTX 

gl702983 

351 

3.0e-33 
110 



33759 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. <r. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_emb_CAA36676_ (X52429) 12.5 kDa protein [Fragaria 
X ananassa] >gi__927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

233815 

LIB3272-021-P1-K1-H8 

BLASTX 

g2827528 

175 

l.Oe-12 

70 

47 

(AL021633) predicted protein [Arabidopsis thaliana] 
233816 

LIB3272-021-P1-K1-H9 

BLASTX 

gl002800 

449 

9.0e-45 

104 " • 

76 

(U33917) Cpin7 [Craterostigma plantagineum] 
233817 

LIB3272-022-P1-K1-A12 

BLASTX 

g3668097 

477 

5.0e-48 

119 

78 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 

233818 

LIB3272-022-P1-K1-A3 

BLASTX 

g992706 

527 

7.0e-54 

100 

92 

(U33758) UBC13 [Arabidopsis thaliana] 
233819 

LIB3272-022-P1-K1-A4 

BLASTX 

g231574 

349 

5.0e-33 

141 

55 

L-ASPARAGINASE { L-ASPARAGINE AMIDOHYDROLASE) 



33760 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



>gi_81837_pir S22523 asparaginase (EC 3.5.1.1) - tree 

lupine (fragment) >gi_19137_emb_CAA36824_ (X52588) 
asparaginase [Lupinus arboreus] 

233820 

LIB3272-022-P1-K1-A6 

BLASTX 

g3334147 

509 

9.0e-52 

138 

74 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233821 

LIB3272-022-P1-K1-B1 

BLASTX 

g445613 

386 

2.0e-37 

120 

66 

ribosomal protein L7 



[Solanum tuberosum] 



233822 

LIB3272-022-P1-K1-B2 

BLASTX - 

g3694872 

502 

5.0e-51 

118 

80 

(AF092547) profilin [Ricinus communis] 
233823 

LIB3272-022-P1-K1-B5 ' ' 

BLASTX 

gl657948 

-412 , 
2.0e-40 
106 
79 

(U734 66) MipC [Mesembryanthemum crystallinum] 
233824 

LIB3272-022-P1-K1-B8 

BLASTX 

g3860255 

294 

l.Oe-26 

143 

46 

(AC00582'4) hypothetical protein [Arabidopsis thali'ana] 



Seq. No. 
Seq. ID 



233825 

LIB3272-022-P1-K1-B9 



337 61 



Method 
NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



BLASTX 

gll73256 

714 

8.0e-76 

138 

99 

40S RIBOSOMAL PROTEIN S4 >gi_6294 96_pir S45026 ribosomal 

protein S4 - upland cotton >gi_4 887 39_einb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233826 

LIB3272-022-P1-K1-C10 

BLASTX 

g2980770 

199 

2.0e-15 

48 

77 

{AL022198) putative protein kinase [Arabidopsis thalianaj 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 



233827 

LIB3272-022-P1-K1-C11 

BLASTX 

g2708532 

209 

4.0e-27 

117 

56 

(AF029351) putative RNA binding protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233828 

LIB3272-022-P1-K1-C3 

BLASTX 

g4115379 

265 

4.0e-23. 
83 
64 

(AC005967) 
thaliana] 



putative carbonyl reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233829 

LIB3272-022-P1-K1-C4 

BLASTX 

gl22085 

498 

2.0e-50 

119 

85 

HISTONE H3 >gi_8164 l_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi^l362194_pir S57626 histone H3 - maize 

>gi 20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 {M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 



337 62 



>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 {M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
tPetroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 {U77296) 
histone 3 [Oryza sativa] >gi_3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb T42306 come from this gene. [Arabidopsis thaliana] 

>gl_2254 59_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



233830 

LIB3272-022-P1-K1-C5 

BLASTX 

g542200 

452 

4,0e-45 

125 ' 
66 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ {X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



233831 

LIB3272-022-P1-K1-C8 
BLASTX 
gl946355 
, 171 
4.0e-12 
58 
53 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233832 

LIB3272-022-P1-K1-C9 

BLASTX 

g445613 

423 

l.Oe-41 

128 

67 

ribosomal protein L7 



[Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233833 

LIB3272-022-P1-K1-D11 

BLASTX 

g2499945 

355 



33763 



E value 
Match length 
% ide^ntity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-34 

112 

62 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 64 40 ©rotate 

phosphoribosyltransferase (EC 2.4.2.10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_4 43818_emb_CAA50686_ {X71842) 
pyrE-F [Arabidopsis thaliana] 

233834 

LIB3272-022-P1-K1-D2 

BLASTX 

gl703375 

490 

l.Oe-49 
95 
100 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq... No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233835 

LIB3272-022-P1-K1-D3 

BLASTX 

g3386621 

592 

2.0e-61 

126 

92 

(AC004 665) unknown protein [Arabidopsis thaliana] 
233836 

LIB3272-022-P1-K1-D4 

BLASTX 

g3738324 

260 

l.Oe-22 

82 

55 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233837 

LIB3272-022-P1-K1-D5 

BLASTX 

gl928981 

474 

l.Oe-47 

114 

77 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



233838 

LIB3272-022-P1-K1-D6 

BLASTX 

gll2863 



33764 



BLAST score 
E value 
Match length 
% identity.. 
NCBI Description 



256 

4.0e-22 

74 

64 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 96i2 PRECURSOR 

>gi_100227_pir S12209 hypothetical protein - tomato 

>gi_19162_einb_CAA38979_ {X55193) 9612 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233839 

LIB3272-022-P1-K1-D8 

BLASTX 

g475048 

624 

3.0e-65 

133 

64 

{X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233840 

LIB3272-022-P1-K1-E11 

BLASTX " 

g355124-7 

486 

4.0e-49 
144 - 
68 

(AB012703) 181 [Daucus carota] 
233841 

LIB3272-022-P1-K1-E12 

BLASTX 

g3329368 

129 

3.0e-ll 

100 

42 

{AF031244) nodulin-like protein [Arabidopsis thaliana] 
233842 

LIB3272-022-P1-K1-E3 

BLASTX 

g2791834 

333 

7.0e-35 

127 

67 

{AF041463) elongation factor 1-alpha [Manihot esculenta] 
233843 

LIB3272-022-P1-K1-E4 

BLASTX 

g999542 

354 

l.Oe-33 
104 



33765 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

Spinacia oleracea >gi_99954 3_pdb_lGYL_B Spinacia oleracea 
23384 4 

LIB3272-022-P1-K1-E5 

BLASTX 

g417719 

620 

9.0e-65 

140 

89 

40S RIBOSOMAL PROTEIN S3 >gi_21447 63_pir R3HUS3 ribosomal 

protein S3 - human >gi_233042_bbs_42659 (S42658) S3 
ribosomal protein [human, colon. Peptide, 243 aa] [Homo 
sapiens] >gi_555941 {U14990) ribosomal protein S3 [Homo 
sapiens] >gi_555943 (U14991) ribosomal protein S3 [Homo 
sapiens] >gi_555945 (U14992) ribosomal protein S3 [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match" length 

% identity 

NCBI Description 



233845 

LIB3272-022-P1-K1-E7 

BLASTX 

g54 9063 

636 ' ' 

l.Oe-66 

144 

83 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 


233846 


Seq. ID 


LIB3272-022-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3608139 


BLAST score 


353 


E value 


9.0e-38 . 


Match length 


141 


% identity 


64 


NCBI Description 


{AC005314) putative fibrillin 


Seq. No. 


233847 


Seq. ID 


LIB3272-022-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g441457 


■BLAST score 


562 


E value 


5.0e-58 


Match length 


109 


% identity 


97 


NCBI Description 


{X73419) ubiquitin conjugating 




esculentum] 


Seq. No. 


233848 


Seq. ID 


LIB3272-022-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g629483 



33766 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

2.0e-27 

125 

50 

gene 1-Sc3 protein - European white birch 

>gi_534898_emb_CAA54 696_ {X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scores 

E value 

Match length 

% identity 

NCBI Description 



233849 

LIB3272-022-P1-K1-F11 

BLASTX 

g2911044 

369 

2.0e-35 

118 

60 

{AL021961) putative protein [Arabidopsis thaliana] 
233850 

LIB3272-022-P1-K1-F2 

BLASTX 

gl766046 

341 

3.0e-32 

72 

86 

(U81993) NAD+ dependent isocitrate dehydrogenase subunit 1 
[Arabidopsis thaliana] 



Seq. No, 


233851 


Seq. ID 


LIB3272-( 


Method 


BLASTX 


NCBI GI 


gl638842 


BLAST score 


390 


E value 


7.0e-38 


Match length 


93 


% identity 


78 


NCBI Description 


{Z49697) 


Seq. No. 


233852 


Seq. ID 


LIB3272-( 


Method 


BLASTX 


NCBI GI 


g629858 


BLAST score 


545 


E value 


5.0e-56 


Match length 


126 


% identity 


82 


NCBI Description 


protein 


Seq. No. 


233853 


Seq. ID 


LIB3272- 


Method* 


BLASTX 


NCBI GI 


g3980393 


BLAST score 


384 


E value 


4.0e-37 


Match length 


110 



inhibitor [Ricinus communis] 



- maize 



33767 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 - 

(AC004561) putative glutathione S-transf erase [Arabidopsis. 
thaliana] 

233854 

LIB3272-022-P1-K1-F6 

BLASTX 

g3980393 

210 

6.0e-27 

110 

53 

(AC004561) putative glutathione S-transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233855 

LIB3272-022-P1-K1-F8 

BLASTX 

g3885515 

443 

5.0e-44 
101 
81 

(AF084202) 
sativa] 



similar to ribosomal protein S26 [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233856 

LIB3272-022-P1-K1-G1 

BLASTX 

g3759184 

235 

l.Oe-19 

82 

60 

(AB018441) phi-1 [Nicotiana tabacum] 
233857 

LIB3272-022-P1-K1-G10 

BLASTX 

gl931639 

237 

5.0e-20 

97 

44 

(U95973) lysophospholipase isolog [Arabidopsis thaliana] 
233858 

LIB3272-022-P1-K1-G5 

BLASTX 

g4406816 

624 

3.0e-65 

123 

93 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 



Seq. No. 



233859 



33768 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No . . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-022-P1-K1-G6 

BLASTX. 

g2961372 

341 

2.0e-32 

71 

87 

{AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ {AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 

233860 

LIB3272-022-P1-K1-G7 

BLASTX 

g3319355 

174 

2.0e-20 

103 

58 

{AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

233861 

LIB3272-022-P1-K1-G9 

BLASTX 

g2792297 

261 

l.Oe-22 ^. 

77 

58 

{AF039183) GAST-like gene product [Fragaria x ananassa] 
233862 

LIB3272-022-P1-K1-H1 

BLASTX 

gl67367 

401 

6.0e-40 

117 

75 

(L08199) peroxidase [Gossypium hirsutum] 
233863 

LIB3272-022-P1-K1-H10 

BLASTX 

gl709498 

418 • . ^ 

3.0e-41 

104 

75 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_e87 390_emb_CAA61411_ {X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



233864 

LIB3272-022-P1-K1-H11 



33769 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
"E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 
g3935167 ^ 
229 

3.0e-19 

48 

92 

(AC004557) F17L21.10 [Arabidopsis thaliana] 
233865 

LIB3272-022-P1-K1-H2 

BLASTX 

g2673912 

200 

6.0e-16 

67 

55 

(AC002561) unknown protein [Arabidopsis thaliana] 
233866 

LIB3272-023-P1-K1-A1 

BLASTX 

gl351014 

439 

l.Oe-43 
107 
8 3 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein SB [Oryza sativa] 

233867 

LIB3272-023-P1-K1-A10 

BLASTX 

g462147 

698 

6.0e-74 
138 

95 ' 

GLUCOSE-6-PHOSPHATE JSOMERASE, CYTOSOLIC (GPI) " 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ (X69195) glucose- 6-phosphate 
isomerase [Arabidopsis thaliana] 

233868 

LIB3272-023-P1-K1-A12 

BLASTX 

g4538929 

319 

2.0e-29 
118 . 
43 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

233869 

LIB3272-023-P1-K1-A3 



33770 



Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
_BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2662343 

612- 

8.0e-64 

121 

98 

(D63581) 



EF-1 alpha [Oryza sativa] 



233870 

LIB3272-023-P1-K1-A5 

BLASTX 

g3242079 

218 

l.Oe-17 

67 

64 

(AJ006984) proline-rich protein [Capsicum annuum] 
233871 

LIB3272-023-P1-K1-A6 

BLASTX 

g2493895 

677 

2.0e-71 

147 

90 

CYSTEINE SYNTHASE (0-ACETYLSERINE SULFHYDRYLASE) 
(0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi_5404 97_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 

233872 

LIB3272-023-P1-K1-A8 

BLASTX 

gl843527 

430 

l.Oe-42 . - " 

113- 

77 

(U73747) annexin [Gossypium hirsutum] 
233873 

LIB3272-023-P1-K1-B11 

BLASTX 

g3695023 

265 

4,0e-23 

124 

48 

(AF055850) unknown [Arabidopsis thaliana] 
233874 

LIB3272-023-P1-K1-B12 

BLASTX 

g4193388 

528 



33771 



E value 
Match length 
% identity 
NCBI Description 



6,0e-54 

146 

73 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233875 

LIB3272-023-P1-K1-B5 

BLASTX 

g2688830 

235 

l,0e-19 

61 

72 

{AF000952) putative sugar transporter [Prunus armeniaca] 
233876 

LIB3272-023-P1-K1-B6 

BLASTX 

g2760837 

179 

5.0e-13 

143 

33 

{AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
233877 

LIB3272-023-P1-K1-B7 

BLASTX 

gll69544 

604 

6.0e-63 

136' 
85 

ERDl PROTEIN PRECURSOR >gi_54 1859_pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_4 97 629_dbj_BAA04506_ (D17582) 
ERDl protein [Arabidopsis thaliana] 

233878 

LIB3272-023-P1-K1-C10 

BLASTX 

g2146746 

349 

5.0e-33 

78 

87 

protein kinase {EC 2.7.1,-) - Arabidopsis thaliana 
>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 

233879 

LIB3272-023-P1-K1-C12 

BLASTX 

g3986695 

623 

4.0e-65 

136 

92 



33772 



NCBI Description {AF101423) ribosomal protein L12 [Cichorium intybus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233880 

LIB3272-023-P1-K1-C2 
^'BLASTX 
g2911044 
368 

3.0e-35 

117 

61 

(AL021961) putative protein [Arabidopsis thaliana] 
233881 

LIB3272-023-P1-K1-C3 

BLASTX 

gl928981 

516 

l.Oe-52 

108 

94 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233882 . 

LIB3272-d23-Pl-Kl-C4 

BLASTX 

g3334115 ' 

327 

2.0e-30 

100 - 
71 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
{ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypiuxn 

hirsutum] 

233883 

LIB3272-023-P1-K1-C5 

BLASTX 

gl652434 

177 

8.0e-13 

51 

65 

{D90905) N-acetylglutamate kinase. [Synechocystis sp.] 
233884 

LIB3272-023-P1-K1-C6 

BLASTX 

gl709498 

581 

3.0e-60 

129 

81 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_einb_CAA61411_ {X89008) osmotin 



33773 



[Arabidopsis thaliana] 



Seq. No. 


233885 


Seq. ID 


LIB3272-I 


Method 


BLAbTA 


NCBI GI 




BLAST score 


OLD 


E value 


0 . ue^ y 


Match length 




% identity 


/ O 


NCBI Description 




beq. NO. 


ilO J o o u 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


506 


E value 


2.0e-51 


Match length 


135 


% identity 


70 


NCBI Description 


OSMOTIN- 



PRECURSOR 



thaliana >gi_887 390_emb_CAA61411_ 
[Arabidopsis thaliana] 



(X89008) 



- Arabidopsis 
osmotin 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



233887 

LIB3272-023-P1-K1-D2 

BLASTX 

g2865623 

300 

2.0e-41 

129 

71 

{AF045286) 

GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 

233888 

LIB3272-023-P1-K1-D3 

BLASTX 

gl717953 

216 

2.0e-17 

114 

46 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 5 
PRECURSOR, (RIESKE IRON-SULFUR PROTEIN 5) (RISP5) >gi_530055 
(L16813) kieske iron-sulfur protein [Nicotiana tabacum] 

233889 

LIB3272-023-P1-K1-D5 

BLASTX 

gl234900 

169 

7.0e-12 

116 

41 



33774 



NCBI Description 



(X92489) homeobox-leucine zipper protein [Glycine max] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233890 

LIB3272-023-P1-K1-D7 

BLASTX 

g3914430 

743 

3.0e-79 

145 

98 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ {D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^ score 

E value 

Match length 

% identity 

NCBI Description 



233891 

LIB3272-023-P1-K1-D8 

BLASTX 

g3068809 

536 

6.0e-55 

127 

83 

(AF059295) Skpl homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233892 
LIB327 
BLASTX 
g31579 
201 

8.0e-l 

86 

67 

(AC002 
protei 
gb_F14 



2-023-P1-K1-D9 

51 " 

7 



131) Contains similarity to vesicle trafficking 
n gb_U91538 from Mus musculus. ESTs gb_F154 94 and 
097 come from this gene. [Arabidopsis thaliana] 



233893 

LIB3272-023-P1-K1-E12 

BLASTX 

gll72002 

591 

2.0e-61 

143 

76 

PHENYLALANINE AMMONIA- LYASE >gi_556424 (L36822) 
phenylalanine ammonia lyase [Stylosanthes humilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233894 

LIB3272-023-P1-K1-E2 

BLASTX 

g2462931 

157 

2.0e-10 

88 

50 

(Z83833) UDP-glucose: sterol glucosyltransf erase 



33775 



[Arabidopsis thaliana] 



Seq." No. 


233895 


Seq. ID 


LIB3272-023-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2586127 


BLAST score 


363 


E value 


l.Oe-34 


Ma1"phi lenat'h 


138 




52 


NCBI Description 


{U89510) b-keto acyl 


Seq. No. 


233896 


Seq. ID 


LIB3272-023-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2507421 


BLAST score 


451 


E value 


6.0e-45 


Match length 


95 


% identity 


91 


NCBI Description 


PROTEIN TRANSLATION 



(U81042) translation initiation factor [Arabidopsis 
thaliana] >giM4 90709_emb_CAB38843 . 1_ {AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E y.alue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233897 " 

LIB3272-023-P1-K1-E6 

BLASTX 

gl31015 

470 

4 .Oe-47 

123 

68 

PATHOGENESIS-RELATED PROTEIN R MAJOR FORM PRECURSOR 

(THAUMATIN-LIKE PROTEIN E22) >gi_100385_pir JH0230 

pathogenesis-related protein R precursor - common tobacco 
>gi_19855_emb_CAA33293_ (X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_^ {X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 

233898 

LIB3272-023-P1-K1-E7 

BLASTX 

g2213583 

468 

6.0e-47 

126 

73 

(AC000348) T7N9.3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



233899 

LIB3272-023-P1-K1-E8 

BLASTX 

g2651303 

531 

2.0e-54 



33776 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 

87 ' 

(AC002336) putative potassium transporter [Arabidopsis 
thaliana] 



233900 

LIB3272-023-P1-K1-F1 

BLASTX 

gl477428 

777 

4.0e-83 

146 

99 

{X99623) alpha-tubulin 



1 [Hordeum vulgare] 



233901 

LIB3272-023-P1-K1-F10 

BLASTX 

g4263712 

4 63 

2.0e-46 

108 

77 

(AC006223) putative ribospmal protein S12 [Arabidopsis 
thaliana] 

233902 

LIB3272-023-P1-K1-F11 

BLASTX 

g2662343 

233 

5.0e-20 

48 

94 

{D63581) EF-1 alpha [Oryza sativa] 
233903 

LIB3272-023-P1-K1-F2 

BLASTX 

g2677828 

483 

l.Oe-48 

135 

67 

(U93166) cysteine protease [Prunus armeniaca] 
233904 

LIB3272-023-P1-K1-F4 

BLASTX 

g629858 

565 

3.0e-58 
129 - 
82 

protein kinase C inhibitor - maize 



Seq. No. 



233905 



33777 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-023-P1-K1-F6 

BLASTX 

g3643602 

332 

5.0e-31 

114 

62 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233906 

LIB3272-023-P1-K1-F7 

BLASTX 

g4558659 

586 

8.0e-61 

140 

74 

(AC007063) unknown protein [Arabidopsis thaliana] 
233907 

LIB3272-023-P1-K1-F8 

BLASTX 

g3759184 

139 

4.0e-15 * 

70 

61 

(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233908 

LIB3272-023-P1-K1-G10 

BLASTX 

g542157 

480 

2.0e-48 

127 

72 

ribosomal 5S RNA-binding protein 
233909 

LIB3272-023-P1-K1-G11 

BLASTX 

g2407790 

455 

2.0e-45 

145 

15 

(AF019910) grrl [Glycine max] 



Rice 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



233910 

LIB3272-023-P1-K1-G12 

BLASTX • 

g2160166 

197 

l.Oe-15 
82 



33778 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value - 

Match length 

% identity 

NCBI Description 



50 

{AC000132) 



No definition line found [Arabidopsis thaliana] 



233911 

LIB3272-023-P1-K1-G2 

BLASTX 

gl710530 

666 

4.0e-70 

134 

89 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a. - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

233912 

LIB3272-023-P1-K1-G4 

BLASTX 

g2245108 

197 

3.0e-15 

45 

87 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 
233913 

LIB3272-023-P1-K1-G6 

BLASTX 

g4558659 

603 

9.0e-63 

145 

73 

(AC007063) unlcnown protein [Arabidopsis thaliana] 
233914 

LIB3272-023-P1-K1-G9 

BLASTX 

g3355468 

543 

l.Oe-55 

123 

91 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

233915 

LIB3272-023-P1-K1-H11 

BLASTX 

g3695023 

387 

2.0e-37 

146 

52 

(AF055850) unknown [Arabidopsis thaliana] 



33779 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■ Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 



233916 

LIB3272-023-P1-K1-H2 

BLASTX 

g3493172 

738 

l.Oe-78 

148 

51 

(U89609) fiber annexin [Gossypium hirsutum] 
233917 

LIB3272-023-P1-K1-H3 

BLASTX 

g629670 

297 

7.0e-27 

101 

59 

hypothetical protein - tomato 



233918 

LIB3272-023-P1-K1-H4 

BLASTX 

g3158474 

454 

3.0e-45 

111 

80 

(AF067184 ) aquaporin 



1 [Samanea saman] 



233919 

LIB3272-023-P1-K1-H8 

BLASTX 

g4580389 

576 

l.Oe-59 
129 

82 - 

(AC007171) unknown protein [Arabidopsis thaliana] 



233920 

LIB3272-024-P1-K1-A1 

BLASTX 

gll2697 

227 

8.0e-19 

67 

70 

14 KD PROLINE-RICH PROTEIN DC2.15 PRECURSOR 

>gi_486809_pir S35714 proline-rich protein, 

- carrot >gi_18316_einb_CAA3347 6_ (X15436) 14 
1-137) [Daucus carota] 



14K, embryonic 
kD protein (AA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



233921 

LIB3272-024-P1-K1-A10 

BLASTX 

gl709498 



33780 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



522 

3.0e-53 

114 

82 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR . 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%,. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

.BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233922 

LIB3272-024-P1-K1-A12 

BLASTX 

gl724100 

541 

l.Oe-55 

123 

83 

{U79765) porin [Mesembryanthemum crystallinum] 
233923 

LIB3272-024-PI-K1-A2 

BLASTX 

g2130073 

580 

4.0e-60 

140 

80 

fructose-bisphosphate aldolase (EC 4.1.2,13) isoenzyme C-1,* 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 

233924 

LIB3272-024-P1-K1-A4 . 

BLASTX 

g2980793 

553 

6.0e-57 

138 

72 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



233925 

LIB3272-024-P1-K1-A5 

BLASTX 

g3360289 

535 - 

8.0e-55 

127 

73 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

233926 

LIB3272-024-P1-K1-A6 

BLASTX 

gl25606 



T 



33781 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217 • 

8.0e-18 

66 

62 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63__pir S12248 

pyruvate kinase {EC 2.7.1.40) - potato 

>gi_2257 6_enib_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 



Seq. No. 




oecj* J. u 




Metnoci 


DliM,o i A 


NCBI GI 


gl67367 


BLAST score 


196 


E value 




Matcn iengcn 


IIS 
1 1 o 


% identity 


bo 


NL/Oi ues cnpu ion 


^ T Oft 1 QQ ^ 


Seq. No- 


O '3 O Q O Q 


beq. lu 




Method 




NCBI GI 




BLAST score 


207 


E value 


2.0e-16 


Match lengtn 


D 1 


% Identity 


/ 0 


NCBI Description 




Seq. No. 


O T5 Q O Q 


Seq. ID 


LiiboZ / Z- 


Method 


BLASTX 


NCBI GI 


g542058 


BLAST score 


497 


E value 


2.0e-50 


Match length 


131 


% identity 


68 


NCBI Description 


HSR203J 




(X77136) 


Seq. No. 


233930 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


g575603 


BLAST score 


324 


E value 


. 4.0e-30 



024-P1-K1-A8 



common tobacco >gi_4 4 4002_emb_CAA54393_ 



Match length 

% identity 

NCBI Description 



109 
57 

(D42064) cationic peroxidase isozyme 38K precursor 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



233931 

LIB3272-024-P1-K1-B2 

BLASTX 

g464986 

523 

2.0e-53 



33782 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
98 

UBIQUITIN-CONJUGATING ENZYME E-2-17 KD 9 {UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) {UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein • ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana]" >gi_34 9211 {L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi__4 455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

233932 

LIB3272-024-P1-K1-B3 

BLASTX 

g710626 

153 

5.0e-10 

43 

60 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 

thaliana] >gi_3894i81 (AC005662) ERD15 protein [Arabidopsis 

thaliana] 



Seq. No. 


233933 


Seq. ID 


LIB3272-024-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


469 


E value 


4.0e-47 


Match length 


134 


% identity 


66 


NCBI Description 


{U93166) cysteine protease 


Seq. No. 


233934 


Seq. ID 


LIB3272-024-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3122673 


BLAST score 


265 


E value 


9.0e-24 


Match length 


53 


% identity 


92 


NCBI Description 


60S RIBOSOMAL PROTEIN L15 : 




(Z97341) ribosomal protein 


Seq. No. 


233935 


Seq. ID 


LIB3272-024-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


373 


E value 


7.0e-36 


Match length 


87 



% identity 

NCBI Description 



84 



40S RIBOSOMAL PROTEIN S2 >gi_2335095 {AC002339) putative 



33783 



40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233936 

LIB3272-024-P1-K1-B7 

BLASTX 

g629483 

331 

7.0e-31 

125 

54 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



beq. NO. 


JO ^ J / 


Seq. ID 




Method 


Q T A CPV 
DIjAO i A 




y J J. OO J / D 


BLAST score 




E value 


I . ue-4 y 


Match length 


1 71 

1 J X 


? laenuiuy 




NCBI Description 


(AF035385) ' 


Seq. No. ■ 


-233938 


Seq. ID 


LIB3272-024 


Method 


BLASTX 


NCBI GI 


g2252836 


BLAST score 


300 


E value 


2.0e-27 


Match length 


86 


% identity 


67 


NCBI Description 


(AF013293) 




protein (PI 


Seq. No. 


233939 


Seq. ID 


LIB3272-024 


Method 


BLASTX 


NCBI GI 


gl730109 


BLAST score 


475 


E value 


7.0e-48 


Match length 


112 


% identity 


82 



-P1-K1-B8 



cerevisiae BOBl 



NCBI Description 



LEUCOANTHOCYANIDIN DIOXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 
HYDROXYLASE) >gi_4 9902 2_emb_CAA5 358 0_ (X75966) 
leucoanthocyanidin dioxygenase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233940 

LIB3272-024-P1-K1-C4 

BLASTX 

g3980393 

399 

7.0e-39 

122 

61 

(AC004561) putative glutathione S-transf erase [Arabidopsis 



33784 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233941 

LIB3272-024-P1-K1-C5 

BLASTX 

g2160166 

319 

2.0e-29 

136 

51 

(AC000132) No definition line found [Arabidopsis thaliana] 
233942 

LIB3272-024-P1-K1-D11 

BLASTX 

g4510430 

518 

8.0e-53 

108 

86 

(AC006929) unknown protein, 3* partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233943 

LIB3272-024-P1-K1-D12 

BLASTX 

g508304 

212 

6.0e-17 

51 

80 

(L22305) corC [Medicago sativa] 
233944 

LIB3272-024-P1-K1-D3 

BLASTX 

g464707 

570 

6.0e-59 

116 

96 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi 405613_enib_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345__emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



33785 



Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233945 

LIB3272-024-P1-K1-D5 

BLASTX 

g2529683 

343 

2.0e-32 

129 

57 

{AC002535) unknown protein [Arabidopsis thaliana] 
233946 

LIB3272-024-P1-K1-D6 

BLASTX 

g2791804 

186 

6.0e-14 

62 

58 

(AF041432) bet3 [Homo sapiens] >gi_3413800_einb_CAA11902_ 
(AJ224335) hBET3 protein [Homo sapiens] 

233947 

LIB3272-024-Pl~Kl-D9 

BLASTX ■ ' . - 

gr408471 

468 

6.0e-47 
106 

79 ^' 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity 

NCBI Description 



233948 

LIB3272-024-P1-K1-E10 

BLASTX 

g464981 

4 65 

l.Oe-46 

87 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

233949 

LIB3272-024-P1-K1-E12 

BLASTX 

g2501578 

502 

2.0e-55 

124 

97 

ETHYLENE-INDUCIBLE PROtIeIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



33786 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233950 

LIB3272-024rPl-Kl-E2 

BLASTX 

g3142294 

656 

5.0e-69 

137 

91 

{AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. pombe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

233951 

LIB3272-024--P1-K1-E4 

BLASTX 

g730241 

258 

2.0e-22 

103 

51 

DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE—PROTEIN 

GLYCOSYLTRANSFERASE 4 8 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 
TRANSFERASE 48 KD SUBUNIT) (DDOST 48 KD SUBUNIT) (KIAA0115) 
(HA0643) >gi_473947_dbj_BAA06126_ (D29643) similar to Canis 
oligosaccharyltransferase 48 kDa subunit (M98392) . [Homo 
sapiens] 

233952 

LIB3272-024-P1-K1-E5 

BLASTX 

g2286153 

507 

l.Oe-51 

105 

96 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
233953 

LIB3272-024-P1-K1-E6 

BLASTX 

g2499945 

167 

7.0e-12 
79 

. 47 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 64 40 orotate 

phosphoribosyltransferase (EC 2.4.2,10) / 
orotidine-5 ' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyr.E-F [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



233954 

LIB3272-024- 

BLASTX 



P1-K1-E7 



33787 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq/ No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3913413 
268 

2.0e-23 

58 

90 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 1 (ADOMETDC 1) 
(SAMDC 1) (SAMDC9) >gi_1155240 (□38526) 
S-adenosylmethionine decarboxylase 1 [Dianthus 
caryophyllus] >gi_2406585 (U94786) S-adenosylmethionine 
decarboxylase [Dianthus caryophyllus] 

233955 

LIB3272-024-P1-K1-E8 

BLASTX 

gll68727 

386 

2.0e-37 

105 

67 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) 
>gi_474300_dbj_BAA03099_ (D13991) cinnamyl alcohol 

dehydrogenase [Aralia cordata] >gi_7 45086_prf 2015401A 

, cinnamoyl alcohol dehydrogenase [Aralia cordata] 

233956 

LIB3272-024-P1-K1-E9 

BLASTX 

g2129739 

302 

l.Oe-27 

70 

89 

shaggy-like kinase etha - Arabidopsis thaliana 
>gi_1161512_einb_CAA64409_ (X94939} shaggy-like kinase etha 
[Arabidopsis thaliana] >gi_1627516_einb_CAA7014 4_ (Y08947) 
shaggy-like kinase etha [Arabidopsis thaliana] 

2339^57 

LIB3272-024-P1-K1-F10 

BLASTX - 

g2760837 

199 

2.0e-15 

89 

40 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
233958 

LIB3272-024-P1-K1-F11 

BLASTX 

g4314355 

323 

6.0e-30 

97 

59 

{AC006340) unknown protein [Arabidopsis thaliana] 



- 33788 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI.' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233959 

LIB3272-024-P1-K1-"f2 

BLASTX 

g3850778 

434 

5.0e-43 
106 
76 . 

(Y1834 6) gluaredoxin [Lycopersicon esculentvun] 
233960 

LIB3272-024-P1-K1-F5 

BLASTX 

gl20669 

476 

6.0e-48 

105 

86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

233961 

LIB3272-024-P1-K1-F6 

BLASTX 

g4567249 

509 

9.0e-52 

133 

68 

(AC007070) hypothetical protein [Arabidopsis thalianaj 
233962 

LIB3272-024-P1-K1-F7 

BLASTX 

g585241 

165 

2.0e-ll 

64 

56 

HISTONE HI >gi_629668_pir S45662 histone HI - tomato 

>gi_424100 



(U03391) histone HI [Lycopersicon esculentum] 



Seq. No. 

-Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233963 

•LIB3272-024-P1-K1-G10 
BLASTX 
gl076660 
526 

9.0e-54 

135 

78 

D13F(MYBST1) protein - potato >gi__786426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 



33789 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI, , 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



233964 

LIB3272-024-P1-K1-G2 

BLASTX 

g2253411 

194 

8.0e-15 

65 

48 

(AF007219) PP2A inhibitor [Tetraodon fluviatilis] 
233965 

LIB3272-024-P1-K1-G3 

BLASTX 

gl922938 - 

220 

8.0e-18 

129 

36 

{AC000106) Similar to Caenorhabditis hypothetical protein 
C07A9.11 (gb_Z29094). [Arabidopsis thaliana] 

233966 

LIB3272-02^-Pl-Kl-G5 
BLASTX - 

g2267567 ' - . 

403 

2.0e-39 

87 , • 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
X hortorum] >gi_2267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

233967 

LIB3272-024-P1-K1-G6 

BLASTX 

g3023847 

555 

4.0e-57 

116 

35 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
subunit-like [Medicago sativa] 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233968 " „ 

LIB3272-024-P1-K1-G7 

BLASTX 

g2129915 

299 

4.0e-27 

97 

61 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z4 6944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



33790 



Seq. No. 233969 

Seq. ID LIB3272-024-P1-K1-G8 

Method BLASTX 

NCBI GI gl762933 

BLAST score 458 

E value 9.0e-46 

Match length 116 

% identity 78 

NCBI Description (U66263) tumor-related protein [Nicotiana tabacum] 

Seq. No. 233970 

Seq. ID LIB3272-024-P1-K1-G9 

Method BLASTX 

NCBI GI g2832708 

BLAST score 280 

E value 6.0e-25 

Match length 107 

% identity 50 . 

NCBI Description (AL021713) beta-1, 3-glucanase-like protein [Arabidopsis 
thaliana] 

Seq. No. 233971 

Seq. ID- LIB3272-024-P1-K1-H10 

Method BLASTX 

NCBI GI gl706326 

BLAST score c; 4 97 

E value 2.0e-50 

Match length 114 

% identity 82 

NCBI Description PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi 214 6786_pir S65470 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDCl) - Garden pea >gi_1177603_einb_CAA914 4 4_ 
(Z66543) pyruvate decarboxylase [Pisum sativum] 

233972 

LIB3272-024-P1-K1-H3 
BLASTX 
g267082 
620 

9.0e-65 
119 
95 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

233973 

LIB3272-024-P1-K1-H4 
BLASTX 
gl31385 
542 

l.Oe-55 
134 
84 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



337-91 



THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq'. ■ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



233974 

LIB3272-024-P1-K1-H6 

BLASTX 

gll70747 

221 

9.0e-27 

78 

78 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_16734 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutLim] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

233975 

LIB3272-024-P1-K1-H9 

BLASTX 

gll70747 

348 

7.0e-33 

82 

83 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167 34 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] , 

233976 

LIB3272-026-P1-K1-A1 

BLASTX 

g3184098 

143 

6.0e-09 

101 

36 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 

233977 

LIB3272-02 6-P1-K1-A10 

BLASTX 

g549063 

4 97 

2.0e-50 
114 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi 1072464 pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

233978 - , 

LIB3272-026-P1-K1-A12 

BLASTX 

g730583 

242 



33792 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.- 

S-eq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-20 

114 

47 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 

233979 

LIB3272-026-P1-K1-A9 

BLASTX 

g2984709 

402 

3.0e-39 

82 

91 

(AF0534 68) Dna J- related protein ZMDJl [Zea mays] 
233980 

LIB3272-026-P1-K1-B1 

BLASTX 

g2984709 

468 

6.0e-47 

97 

90 

(AF053468) DnaJ-related protein ZMDJl [Zea mays] _ 
233981 - 

LIB3272-026-P1-K1-B10 

BLASTX 

gll66450 

294 

l.Oe-26 

63 

83 

(X95262) Tfm5 [Lycopersicon esculentum] 
233982 

LIB3272-026-P1-K1-B12' 

BLASTX 

g4481934 

163 

3.0e-ll 

105 

14 

(AL035640) CDA peptide synthetase I [Streptomyces 
coelicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233983 

LIB3272-026-P1-K1-B3 

BLASTX 

g3319921 

242 

2.0e-20 

94 

57 

(AJ223388) Hev b 3 [Hevea brasiliensis] 



33793 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 3319923 eitib_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis) >gi_3319925_einb_CAA11305_ (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

233984 

LIB3272-026-P1-K1-B6 

BLASTX 

gl67367 

407 

5.0e-40 

108 

73 

(L08199) peroxidase [Gossypium hirsutum] 
233985 

LIB3272-026-P1-K1-B7 

BLASTX 

g4490728 

352 

2.0e-33 
99 

67 * . ^ 

(AL035709) putative protein [Arabidopsis thaliana] 

233986 

LIB3272-026-P1-K1-B8 

BLASTX 

g2119927 

454 

l.Oe-45 

95 

93 

translation elongation factor G, chloroplast - soybean 
233987 

LIB3272-026-P1-K1-B9 

BLASTX 

g2984709 

147 

l.Oe-09 

50 

56 

(AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 
233988 

LIB3272-026-P1-K1-C2 

BLASTX 

g4262225 

264 

4.0e-23 
99 

47 . 

{AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



Seq. No. 



233989 



33794 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-026-P1-K1-C5 

BL^STX 

g2146797 

442 

5.0e-44 

116 

43 

protein disulf ide-isomerase (EC 5.3.4.1) - Castor bean 
>gi_1134968 {U41385) protein disulphide isomerase PDI 

[Ricinus communis] >gi_1587210_prf 2206331A protein 

disulfide isomerase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233990 

.LIB3272-026-P1-K1-D12 
BLASTX 
g4538967 
302 

2.0e-27 

80 

72 

(AL049488) major intrinsic protein 
thaliana] 



(MIP) -like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233991 

LIB3272-026-P1-K1-D4 

BLASTX 

g3158474 

581 

3.0e-60 

.122 
92 

(AF067184 ) aquaporin 



1 [Samanea saman] 



233992 

LIB3272-026-P1-K1-D5 

BLASTX 

gll9640 

176 

6.0e-13 

78 

51 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi 19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233993 

LIB3272-026-P1-K1-E1 

BLASTX 

g3309084 

386 

2.0e-37 

88 

89 

(AF076252) calcineurin B-like protein 2 [Arabidopsis 
thaliana] 



33795 



Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



233994 

LIB3272-026-Pr-Kl-Ell 

BLASTX 

g3776005 

587 

l.Oe-64 

134 

93 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 



233995 

LIB3272-026-P1-K1-E3 

BLASTX 

g70644 

533 

l.Oe-54 

108 

19 

ubiquitin precursor - 



common sunflower (fragment) 



233996 

LIB3272-026-P1-K1-F1 

BLASTX 

g629483 

321 - 

l.Oe-29 

112 

60 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

233997 

LIB3272-026-P1-K1-F4 

BLASTX 

g484656 

471 

2.0e-47 
102 
87 • 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_4 52165_dbj_BAA054 08_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

233998 

LIB3272-026-P1-K1-F6 

BLASTX 

gl709498 

513 

3.0e-52 
122 

77 - • - 

OSMOTIN-LiKE PROTEIN'' 0SM3 4 PRECURSOR 

>gi 1362001_pir S57524 osmotin** precursor - Arabidopsis 

thaliana >gT_887 390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



33796 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



233999 

LIB3272-026-P1-K1-F8 

BLASTX 

g3063396 

279 

2.0e-25 

54 

93 

(AB012947) vcCyP [Vicia faba] 
234000 

LIB3272-026-P1-K1-G10 

BLASTX . 

g2511691 

225 

l.Oe-18 
78 

58 ' . ^ 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 

234001 

LIB3272-026-P1-K1-G12 

BLASTX 

g3450889 

387 

2.0e-37 

109 

72 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
234002 

LIB3272-02 6-P1-K1-G2 

BLASTX 

gll3621 

511 

5.0e-52 

118 

85 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.172.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

234003 

LIB3272-026-P1-K1-G3 

BLASTX 

g4432864 

539 

2.0e-55 
127 

77 ' ' - 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



234004 



33797 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-026-P1-K1-G7 

BLASTX 

gl710780 

397 

6.0e-39 

98 

77 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917__emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234005 

LIB3272-026-P1-K1-H1 

BLASTX 

g417148 

345 

l.Oe-32 

122 

55 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

{G2-4) >gi_99912_pir ^A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

234006 

LIB3272-026-P1-K1-H10 

BLASTX 

g3776577 

199 

2.0e-15 

95 

42 

(AC005388) T22H22.24 [Arabidopsis thaliana] 
234007 

LIB3272-026-P1-K1-H11 

BLASTX 

g2347189 . 

341 • 

4.0e-32 

84 

79 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 
thaliana] 

234008 

LIB3272-026-P1-K1-H9 

BLASTX 

g267069 

336 

9.0e-32 

70 

87 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



33798 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
„Seq. ID 

Method 
•NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234009 

LIB3272-027-P1-K1-A10 

BLASTX 

g2648355 

148 

2.0e-09 
138 
32 

(AE000955) 
fulgidus] 



2-nitropropane dioxygenase (ncd2) [Archaeoglobus 



234010 

LIB3272-027-P1-K1-A2 
BLASTX ■ 
gl362055 
360 

3.0e-34 
79 

90 , ^ 
phosphogluconate dehydrogenase (decarboxylating) (EC 
1.1.1.44) - alfalfa >gi_603221 (U18239) 6-phosphogluconate 
dehydrogenase [Medicago sativa subsp. sativa] 

234011 

LIB3272-027-P1-K1-A4 

BLASTX 

gl32944 

653 

l.Oe-68 

128 

93 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_80627 9 
(M32655) ribosomal protein [Arabidopsis thaliana] 

234012 

LIB3272-027-P1-K1-A5 

BLASTX 

g437l284 

678 

l.Oe-71 
142 

91 . 
(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

234013 

LIB3272-027-P1-K1-A6 

BLASTX 

g547712 

695 

l.Oe-73 

143 

95 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi 542153_pir S38358 translation initiation factor eIF-4A 



33799 



- rice >gi_30384 4_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



234014 

LIB3272-027-P1-K1-A7 

BLASTX 

g3868758 

420 

2.0e-41 

105 

73 

(D89802) elongation factor IB gaimtia [Oryza sativa] 
234015 

LIB3272-027-P1-K1-B2 

BLASTX 

gl352681 

217 

2.0e-17 

117 

48 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir_S55457 
phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

234016 

LIB3272-027-P1-K1-B4 

BLASTX 

g2129670 

450 

8.0e-45 
132 

65 ^.^ . 

phosphoinositide-specific phospholipase C - Arabidopsis 
thaliana >gi_85737 4_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 

234017 

LIB3272-027-P1-K1-B8 

BLASTX 

g3413511 

553 

6.0e-57 

137 

80 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 

234018 

LIB3272-027-P1-K1-B9 

BLASTX 

g2274915 

410 

4 .Oe-40 

113- 

69 



33800 



NCBI Description 



(AJ000081) beta-1, 3-glucanase [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234019 

LIB3272-027-P1-K1-C1 

BLASTX 

gl22770 

442 

5.0e-44 

112 

79 

HEMOGLOBIN II >gi_99509_pir S13378 hemoglobin II - swamp 

oak >gi_18015_emb_CAA37898_ (X53950) hemoglobin [Casuarina 
glauca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



234020 

LIB3272-027-P1-K1-C11 

BLASTX 

g267075 



BLAST score 


751 


E value 


4 .Oe-80 


Match length 


144 


% identity 


95 


NCBI Description 


TUBULIN BEiA— z CnAiN .^gi oo ozOfi^emo_v^rti^jo d±4_ i 


beta-tubulin 2 [Pisum sativum] 


.Seq. No. 


234021 


Seq. ID 


LIB3272-027-Pi-Ki-C^ 


Method 




NCBI GI 


gl67367 


BLAST score 


139 


- E -value 


2.0e-19 


Match length 


o c 

0 D 






NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


234022 


Seq. ID 


LIB3272-027-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3881978 


BLAST score 


325. 


E value 


4.0e-30 


Match length 


83 


% identity 


46 


NCBI Description 


(Y11348) annexin-like protein [Medicago sativa; 


Seq. No. 


234023 


Seq. ID 


LIB3272-027-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2388575 


BLAST score 


239 


E value 


4,0e-20 


Match length 


133 


% identity 


39 


NCBI Description 


(AC000098) YUP8H12.18 [Arabidopsis thaliana] 


Seq. No. 


234024 


Seq. ID 


LIB3272-027-P1-K1-D11 



(X54845) 



33801 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20669 

513 

3.0e-52 

102 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2,1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ {X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

234025 

LIB3272-027-P1-K1-D12 

BLASTX 

gl20669 

332 

5.0e-31 

71 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2,1.12) - Magnolia liliiflora 
>gi_1956.6_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234026 

LIB3272-027-P1-K1-D2 

BLASTX 

g2662343 

594 

l.Oe-61 

113 

100 

(D63581) EF-1 alpha [Oryza sativa] 
234027 

LIB3272-027-P1-K1-D3 

BLASTX 

g3510540 

365 

6.0e-35 

85 

74 

{AF038815) expansin [Prunus armeniaca] 
234028 

LIB327 2^027-P1-K1-D4 

BLASTX 

gll68696 

213 

5.0e-17 
66 
56 

ALLERGEN BET V 
allergen Bet v 



3 (BET V III) >gi_629480_pir S45011 

III - European white birch 



>gi_1076247_pir S46233 allergen - European white birch 



33802 



>gi_4 88605_emb_CAA55854_ (X79267) allergen [Betula pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234029 

LIB3272-027-P1-K1-D6 

BLASTX 

g4210948 

473 

2,0e-47 

94 

94 

(AF085275) DnaJ protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234030 

LIB3272-027-P1-K1-D7 

BLASTX 

g3643602 

263 

5.0e-23 

103 

54 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234031 

LIB3272-027-P1-K1-D8 

BLASTX 

g3023186 

535 

8.0e-55 

131 

79 

14-3-3-LIKE PROTEIN 9 >gi_1771180_emb_CAA67373 . 1_ (X98865) 
14-3-3 protein [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234032 

LIB3272-027-P1-K1-E1 

BLASTX 

g3023281 

379 

2.0e-36 

105 

70 

HIGH AFFINITY AMMONIUM TRANSPORTER 
>gi_2065194_emb_CAA64 475_ (X95098) 
[Lycopersicon esculentum] 



ammonium transporter 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234033 

LIB3272-027-P1-K1-E10 

BLASTX 

gl279654 

384 

4.0e-37 

"108 

71 

(X97351) peroxidase [Populus balsamifera subsp. 
trichocarpa] 



33803 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234034 

LIB3272-027-P1-K1-E5 

BLASTX 

g2244806 

277 

2.0e-24 

88 

59 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
234035 

LIB3272-027-P1-K1-E6 

BLASTX 

gl729971 

270 

l.Oe-23 

69 

70 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_1076745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



234036 

LIB3272-027-P1-K1-E7 

BLASTX 

g3789911 

156 

2.0e-10 

87 

40 

(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



Seq. No. 


234037 


Seq. ID 


LIB3272-i 


Method 


BLASTX 


NCBI GI 


gl707018 


BLAST score . • 


212 


E value 


2.0e-17 


Match length ■ 


55 


% identity 


75 


NCBI Description 


(U78721) 


Seq. No. 


234038 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


g992706 


BLAST score 


543 


E value 


9.0e-56 


Match length 


105 


% identity 


91 


NCBI Description 


(U33758) 


Seq. No. 


234039 


Seq. ID 


LIB3272- 


Method 


BLASTX 



-Pl-Kl-Fl 



33804 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl67367 
562 

6.0e-58 

146 

76 

(L08199) peroxidase [Gossypium hirsutum] 
234040 

LIB3272-027-P1-K1-F11 

BLASTX 

gl20669 

628 

l.Oe-65 

128 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014__pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



234041 

LIB3272-027-P1-K1-F2 

BLASTX 

g2501850 

728 

2.0e-77 

145 

95 

{AF012823) GDP dissociation inhibitor [Nicotiana tabacum] 
234042 

LIB3272-027-P1-K1-F3 

BLASTX 

g3759184 

301 

2.0e-27 

141 

51 

(AB018441) phi-1 [Nicotiana tabacum] 
234043 

LIB3272-027-P1-K1-F4 

BLASTX 

g2511691 

430 

2.0e-42 

112 

74 

(Z99953) cysteine proteinase precursor [Phaseolus vulgaris] 
234044 

LIB3272-027-P1-K1-F5 

BLASTX 

g3377952 

282 

3.0e-25 



33805 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



68 
76 

(AJ009878) cysteine proteinase [Cicer arietinum] 
234045 

LIB3272-027-P1-K1-F8 

BLASTX 

g4150974 

337 

9.0e-32 

92 

65 

{AJ224331) cystatin [Castanea sativa] 
234046 

LIB3272-027-P1-K1-F9 

BLASTX 

g2765837 

156 

2.0e-10 

41 

71 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
234047 

LIB3272-027-P1-K1-G1 

BLASTX 

g31B4098 

166 

l.Oe-11 

122 

34 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 

234048 

LIB3272-027-P1-K1-G10 

BLASTX 

gl703108 

702 

2.0e-74 

144 

98 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_104 9307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

234049 

LIB3272-027-P1-K1-G11 

BLASTX 

gl22007 

338 

l.Oe-31 

98 

70 



33806 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 
- 149) [Petroselinum crispum] 

234050 

LIB3272-027-P1-K1-G3 

BLASTX 

gl657948 

489 

2.0e-49 

126 

77 

{U73466) MipC [Mesembryanthemum crystallinum] 



234051 : 

LIB3272-027-P1-K1-H1 

BLASTX 

g4468153 

600 

2.0e-62 

144 

79 

(AJ132000) sucrose synthase 



[Craterostigma plantagineum] 



234052 

LIB3272-027-P1-K1-H10 

BLASTX . 

gll07526 

249 

l.Oe-21 

70 

63 

(X87931) SIEPIL protein [Beta vulgaris] 
234053 

LIB3272-027-P1-K1-H11 
BLASTX 
g481236 
^260 

l.Oe-22 

67 

79 

hypothetical protein - Madagascar periwinkle 

>gi_4 07410_emb_CAA81526_ (Z26880) 14 kDa polypeptide 

[Catharanthus roseus] 

234054 

LIB3272-027-P1-K1-H12 

BLASTX 

g4481934 

155 

2.0e-10 

103 

19 

(AL035640) CDA peptide synthetase I [Streptomyces 
coelicolor] 



33807 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234055 

LIB3272-027-Pr-Kl-H2 

BLASTX 

92924779 

539 

2.0e-55 

127 

83 

{AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsi 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyi-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


Z UO D 


Seq. ID 


TTmoTO n o T _ Di _ VI _u tf^ 
LXdJz I £. — \j£. / — fi — no 


Method 


D T 7\ O T* V 




gouo jUfi 


BLAST score 




E value 


1 . Ue-z^ 


Match length 




% identity 


DO 


NCBI Description 


coru [weaicago sauivaj 


Seq. No. 


234057 


Seq. ID 


LIB3272-027-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


175 


E value 


5.0e-13 


Match length 


62 


% identity 


61 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


234058 


Seq. ID 


LIB3272-027-P1-K1-H9 


Method 


. BLASTX 


NCBI GI 


g4539292 - 


BLAST score 


^485 


E value 


6.0e-49 


Match length 


118 


% identity 


81 


NCBI Description 


(AL049480) putative ribosomal protein 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234059 

LIB3272-028-P1-K1-A10 

BLASTX 

gl076501 

288 

7.0e-26 

82 

66 

cell wall protein - alfalfa >gi_3818416 (AF028841) 
proline-rich cell wall protein [Medicago sativa] 



Seq. No. 



234060 



33808 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-028-P1-K1-A11 

BLASTX 

g4006850 

434 

5.0e-43 
133 
60 

(Z99707) 



cytochrome like protein [Arabidopsis thaliana] 



234061 

LIB3272-028-P1-K1-A12 

BLASTX 

g416649 

383 

5.0e-37 

119 

64 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNTl/PCNTllO) >gi_100303_pir S16267 auxin-induced protein 

(clone pGNTl) - common tobacco >gi_19789_emb_CAA39709_ 
(X56268) auxin-induced protein [Nicotiana tabacum] 
>gi_19795_emb_CAA39705_ (X56264) auxin-induced protein 
[Nicotiana tabacum]- 

234062 

LIB3272-028-P1-K1-A2 

BLASTX 

g416664 

149 

l.Oe-09 

37 

78 

PLASMA MEMBRANE ATPASE 4 (PROTON PUMP) 

>gi_485504_pir_S33548 H+-transporting ATPase (EC 3.6.1.35) 
type 4, plasma membrane - curled-leaved tobacco 
>gi_197'04_emb_CAA47275_ (X66737) plasma membrane H+-ATPase 
[Nicotiana plumbaginifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI" Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E vaj.ue 
Match length 
% identity 



234063 

LIB3272 

BLASTX 

g336028 

384 

4.0e-37 

139 

55 

(AF0231 
1 [Zea 



-028-P1-K1-A3 
9 



64) leucine-rich repeat transmembrane protein kinase 
mays] 



234064 

LIB3272-028-P1-K1-A4 

BLASTX 

gl657948 

460 

5.0e-46 

120 

76 



33809 



NCBI Description (U73466) MipC* [Mesembryanthemum crystallinum]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234065 

LIB3272-028-P1-K1-A5 

BLASTX 

g4417279 

477 

5.0e-48 

134 

67 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
234066 

LIB3272-028-P1-K1-A6 

BLASTX 

gl703375 

643 

2.0e-67 

127 

99 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234067 

LIB3272-028-P1-K1-A7 ' ' 

BLASTX 

g405'6457 

527 

7.0e-54 

126 

79 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234068 

LIB3272-028-P1-K1-A9 

•BLASTX . . ' 

g508304 
^■'261 

9.0e-23 

61 

80 

(L22305) corC [Medicago sativa] 
234069 

LIB3272-028-P1-K1-B10 

BLASTX 

g2911042 

352 

2.0e-33 

91 

78 

(AL021961) Phosphoglycerate dehydrogenase - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



234070 

LIB3272-028-P1-K1-B11 



33810 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl928981 

574 

2.0e-59 

120 

63 

{U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No. 

§eq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234071 

LIB3272-028-P1-K1-B2 

BLASTX 

gl346802 

173 

2.0e-12 

34 

91 

PROFILIN 1 >gi_1076516_pir S49351 profilin - kidney bean 

>gi_556836_emb_CAA57508_ {X81982) profilin [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234072 

LIB3272-028-P1-K1-B3 

BLASTX 

gl408471 

503 

4 .Oe-51 

113 

81 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 


234073 


Seq. ID 


LIB327 2-028-P1-K1-B5 


Method 


BLASTX 


NCBI GI- 


g2984709 


BLAST score 


442 ■ 


E value 


7.0e-44 


Match length 


91 


% identity 


90 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJl [Zea mays] 


Seq. No. 


234074 


Seq. ID 


LIB3272-028-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


557 


E value 


2.0e-57 


Match length 


109 


% identity 


95 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 


>gi 66014 pir DEJMG glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 




>gi 19566 emb_CAA42905_ {X60347) glyceraldehyde 




3-phosphate dehydrogenase [Magnolia liliiflora] 



33811 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST. score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234075 

LIB3272-028-P1-K1-B9 

BLASTX 

g3413167 

192 

l.Oe-14 

38 

100 

(AJ010225) elongation factor 1-alpha [Cicer arietinum] 
234076 

LIB3272-028-P1-K1-C11 

BLASTX 

g3868853 

269 

l.Oe-23 

78 

69 

{AB013853) GPI-anchored protein [Vigna radiata] 



234077 

LIB3272-028-P1-K1-C12 

BLASTX 

gl703375 

602 

l.Oe-62 

117 

100 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_9654 83_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234078 

LIB3272-028-P1-K1-C2 

BLASTX 

g2583134 

227 

9.0e-19 

106 

49 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234079 

LIB3272-028-P1-K1-C4 

BLASTX 

gll73055 

589 

4.0e-61 

118 

99 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 
Seq. ID 



234080 

LIB3272-028-P1-K1-C8 



33812 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl703375 

156 

2.0e-17 

95 

63 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234081 

LIB3272-028-P1-K1-C9 

BLASTX 

g3337356 

612 

7.0e-64 

135 

89 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234082 

LIB3272-028-P1-K1-D1 

BLASTX 

g3980393 

399 

7.0e-39 
122 
61 

(AC004561) 
thaliana] 



putative glutathione S-transf erase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



234083 

LIB3272-028-P1-K1-D10 

BLASTX 

g2465434 

520 

4.0e-53 

115 

85 

(AF022142) flavanone 3beta-hydroxylase [Petunia, x hybrida] 
234084 

LIB3272-028-P1-K1-D11 

BLASTX 

g549063 

•487 

3.0e-49 

112 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234085 

LIB3272-028-P1-K1-D2 
BLASTX 



33813 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4104242 
632 

3.0e-66 

137 

87 

{AF034266) palmitoyl-acyl carrier protein thioesterase 
[Gossypium hirsutum] 

234086 

LIB3272-028-P1-K1-D3 

BLASTX 

g2129726 

560 

9.0e-58 

120 

87 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 {L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 {AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

234087 

LIB3272-028-P1-K1-D5 *^ 

BLASTX 

g4261517 

361 

2.0e-34 

85 

78 

(AF117334) cysteine proteinase inhibitor [Ipomoea batatas] 
234088 

LIB3272-028-P1-K1-D7 

BLASTX 

g2129915 

507 

l.Oe-51 
131 

72 - ' 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234089 

LIB3272-028-P1-K1-D8 

BLASTX 

gl85054 6 

407 

8.0e-40 

104 

79 

{U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



234090 

LIB3272-028-P1-K1-D9 



33814 



Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4033424 

485 

6.0e-49 

111 

83 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 {AF034947) 
pyrophosphatase [Zea mays] 



inorganic 



234091 

LIB3272-028-P1-K1-E10 

BLASTX 

g3184098 

252 

l.Oe-21 

135 

43 

(AL023777) coenzyme a synthetase [Schizosaccharomyces 
pombe] 

234092 

LIB3272-028-P1-K1-E11 

BLASTX 

g2245066 

544 

7.0e-56 

136 

68 

{Z97342) Beta-Amylase [Arabidopsis thaliana] 
234093 

LIB3272-028-P1-K1-E3 

BLASTX 

gl67367 

525 

l.Oe-53 
131 ^ 
78 

(L08199) peroxidase [Gossypium hirsutum] 
234094 

LIB3272-028-P1-K1-E4 

BLASTX 

g2506467 

353 

2.0e-33 

115 

64 

LICHENASE PRECURSOR (ENDO-BETA-1 , 3-1 , 4 GLUCANASE) 
>gi_170263 {M23120) beta-glucanase precursor [Nicotiana 
plumbaginif olia] 

<' 

234095 

LIB3272-028-P1-K1-E5 

BLASTX 

gl709498 



33815 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



515 

2.0e-52 

112 

83 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887 390_ernb_CAA614 11_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 


234096 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gi o / JD / 


BLAST score 


464 


E value 


l.Oe-46 


Match length 


120 


% identity 


76 


NCBI Description 


(L08199) peroxidase [Gossypi' 


Seq. No. 


234097 


Seq. ID 


LIB3272-028-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3915031 


BLAST score 


700 


E value 


3.0e-74 


Match length 


132 


% identity 


99 


NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DESATURASE PRECURSOR 

^ ^i_1217 628_emb_CAA65232_ 

(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

234098 

LIB3272-028-P1-K1-F1 

BLASTX 

g2129579 

748 

8.0e-80 ' 

136 

94 

Dwarfl protein - Arabidopsis thaliana >gi_516043 {U12400) 
Dwarfl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234099 

LIB3272-028-P1-K1-F4 

BLASTX 

g20186 

4 91 

l.Oe-49 

96 

55 

(X65016) calmodulin [Oryza sativa] 

>gi_3336950_emb_CAA74 307_ (Y13974) calmodulin [Zea mays] 
>gi_4103961 (AF030034) calmodulin [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 



234100 

LIB3272-028-P1-K1-F5 



33816 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



BLASTX 
g464986 
522 

3.0e-53 

'96 
99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi__600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

234101 

LIB3272-028-P1-K1-F6 

BLASTX 

g2924521 

183 

l.Oe-13 

109 

43 

(AL022023) putative protein [Arabidopsis thaliana]'-. 
234102 

LIB3272-028-P1-K1-F7 

BLASTX 

g585241 

193 

l.Oe-14 

98 

45 

HISTONE HI >gi_629668_pir S4566'2 histone HI - tomato 

>gi_424100 (003391) histone HI [Lycopersicon esculentum] 

234103 

LIB3272-028-P1-K1-F9 

BLASTX 

gl841870 

344 

2.0e-32 
93 

75 ' ' 

(U87222) elongation factor 1-beta [Pimpinella brachycarpa] 

234104 

LIB3272-028-P1-K1-G11 

BLASTX 

g2829896 

395 

2.0e-38 

133 

56 



33817 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002311) highly similar to auxin-regulated protein GH3, 
gp_X60033_18591 [Arabidopsis thaliana] 

234105 

LIB3272-028-P1-K1-G12 

BLASTX 

g2129915 

506 

2.0e-51 

133 

70 

ferredoxin precursor - sweet orange 

>gi_1360725_emb_CAA87068_ {Z4 694 4) non-photosynthetic 
ferredoxin [Citrus sinensis] 

234106 

LIB3272-028-P1-K1-G3 

BLASTX 

g441457 

611 

9.0e-64 

115 

98 

(X73419)' ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



234107 

LIB3272-028-P1-K1-G8 

BLASTX 

g4263517 

328 

l.Oe-30 

116 

57 

(AC004044) similar to PHZF, catalyzing the hydroxylation 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 

234108 

LIB3272-028-P1-K1-G9 

BLASTX 

g3759184 

268 

2.0e-23 

95 

59 

(AB018441) phi-1 [Nicotiana tabacum] 
234109 

LIB3272-028-P1-K1-H1 

BLASTX 

g2909583 

342 

3.0e-32 

135 

53 



33818 



NCBI Description (AL021926) oxcA [Mycobacterium tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234110 

LIB3272-028-P1-K1-H10 

BLASTX 

g2677828 

477 

5.0e-48 

134 

67 

(U93166) cysteine protease [Prunus armeniaca] 
234111 

LIB3272-028-P1-K1-H2 

BLASTX 

g4193388 

492 

8.0e-50 

116 

84 

(AF091455) translationally controlled txunor protein [Hevea 
brasiliensis] 



Seq. No. 


234112 




Seq. ID 


LIB3272-028-P1-K1-H3 




Method 


BLASTX 






gl843628 




RTiAST score 


391 




E value 


6.0e-38 




Match length 


99 




% identity 


45 




NCBI Description 


(U88061) SNF5 homolog BSH 


[Arabidopsi; 


Seq. No. 


234113 




Seq. ID 


LIB3272-028-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


g3687243 




BLAST score 


245 




E value 


8.0e-21 




Match length 


61 




% identity 


79 




NCBI Description 


(AC005169) putative ribosomal protein 




thaliana] 




Seq. No. 


234114 




Seq. ID 


LIB3272-028-P1-K1-H6 




Method 


BLASTX 




NCBI GI 


gl703375 




BLAST score 


599 




E value 


2.0e-62 




Match length 


119 




% identity 


98 




NCBI Description 


ADP-RIBOSYLATION FACTOR 1 


>gi_965483_< 


DcARFl XP^^cus car Ota] 




Seq. No. 


234115 




Seq. ID 


LIB3272-029-P1-K1-A1 





33819 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl25271 ' 
289 

3.0e-28 

134 

53 

CASEIN KINASE II, ALPHA CHAIN (CK II) (CK2-ALPHA) 

>gi_100860_pir S19726 casein kinase II (EC 2.7.1.-) alpha 

chain - maize >gi_3318993_pdb_lA60_ Protein Kinase Ck2 
(Catalytic Subunit) From Zea Mays >gi_22117_emb_CAA43659_ 
(X61387) casein kinase II alpha subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234116 

LIB3272-029-P1-K1-A2 

BLASTX 

g3927830 

265 

4 .Oe-23 

80 

57 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234117 

LIB3272-029-P1-K1-A6 

BLASTX 

g3868758 " 

339 

6,0e-32 

93 

67 

(D89,802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234118 

LIB3272-029-P1-K1-B1 

BLASTX 

g3043428 

474 

l.Oe-47 

104 

88 

(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234119 

LIB3272-Q2 9-P1-K1-B3 

BLASTX 

g2970051 

426 

5.0e-42 

107 

76 

(AB012110) ARGIO [Vigna radiata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234120 

LIB3272-029-P1-K1-B4 

BLASTX 

gl255954 

465 



33820 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
' E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



l.Oe-46 

110 

76 

(Z70677) thioredoxin [Ricinus communis] 
234121 

LIB3272-029-P1-K1-C1 

BLASTX 

gl076389 

495 

4.0e-50 

108 

92 

protein phosphatase 2A- pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57 528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

234122 

LIB3272-029-P1-K1-C12 

BLASTX 

gll74592 

4 97 

2.0e-50 

96 

94 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] - 

234123 

LIB3272-029-P1-K1-C2 

BLASTX 

g629483 

326 

3.0e-30 

125 

54 

gene 1-Sc3" protein - European white birch 

>gi_534 898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

234124 

LIB3272-029-P1-K1-C3 

BLASTX 

g3759184 

202 

7.0e-16 

105 

51 

(AB018441) phi-1 [Nicotiana tabacum] 

234125 . 

LIB3272-029-P1-K1-C4 

BLASTX ■ 

g3334147 

613 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-64 

142 

84 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 {U60197) class I 
Qhitinase [Gossypium hirsutum] 

234126 

LIB3272-029-P1-K1-C8 

BLASTX 

g3608136 

231 

2.0e-35 

89 

90 

(AC005314) defender against cell death [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234127 

LIB3272-029-P1-K1-D10 

BLASTX 

g3377813 

190 

2.0e-14 
61 
57 

(AF076275) 



No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234128 

LIB3272-029-P1-K1-D2 

BLASTX 

g3158376 

151 

5.0e-16 

121 

50 

(AF035385) unknown [Arabidopsis thaliana] 
234129 

LIB3272-029-P1-K1-D3 

BLASTX 

g4467153 

483 

l.Oe-48 

104 

82 

(AL035540) putative thaumatin-lilce protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234130 

LIB3272-029-P1-K1-D4 

BLASTX 

g2501555 

315 

5.0e-29 

114 

54 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_54 9984 



(U13148) 
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possible apospory-associated protein [Pennisetum ciliare] 



Seq. No. 


234131 


Seq. ID 


LIB3272-029-P1-K1-D6 


Method 


DT aQTY 
DLtriO i A 


NCBI GI 


gz 1 X y^oH 


BLAST score 


HOK> 


E value 




Match length 


lUi 


% Identity 


y z 


NCni uescripLion 




o e q . LN L> . 


^ .J 1 ±. .J £. 


Seq. ID 


LIB3272-029-P1-K1-D8 


Method 


BLASTX 




g^oo OUO ± 


BLAST score 


Z 1 D 


E value 


z . ue— 1 / 


Match length 




% Identity 




NCBI Description 


(ArU^Dy//; niicrosoiual gxuL.at.niune 




c a 1^ 1 o n c 1 ' 
Sdpxcllo J 


beq. No. 


Z O ^ lO J 


Seq. ID 


LIB3272-029-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


giz io4 0 u 


BLAST score 


ZOU 


E value 


Ue-zi 


Match length 


O D 


% identity 


0 / 


NCBI Description 


vU4oybj/ isopentenyx pyropnospnat.* 






Seq. No. 


234134 


Seq. ID 


LIB3272-029-P1-K1-E1 


Method 


Dlirio i-A 


NCbl Gi 


gi tD / jD / 


BLAST score 




E value 


y . ue— 1 0 


Match lengtn 


O 3 


% Identity 


0 D 


inLdX uescripuion 


/TnQ1QQ\ T^oT-z^viHaGO f c q\7T^ i i itti h "i 
^LiUOiyy^ perOAivldoti LovJo&y^JXLUU iix. 


Seq. No. 


234135 


Seq. ID 


LIB3272-029-P1-K1-E12 


Method 


a QTY 
Dijr^C) i A 


NGbl GI 


g ju y Dy ^y 


BLAST score 


J yz 


E value 


5.0e-38 


Match length 


116 


% identity 


64 


NCBI Description 


(AL023094) putative protein [Arab 


Seq. No'. 


234136 


Seq. ID 


LIB3272-029-P1-K1-E2 


Method . 


BLASTX 



'4A.7 - cominon tobacco 



isomerase [Clarkia 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl666173 
470 

4.0e-47 

112 

83 

(Y09106) transcription factor 
234137 

LIB3272-029-P1-K1-E3 

BLASTX 

g2119278 

611 

l.Oe-63 

114 

96 

tubulin beta-1 chain - rice 



[Nicotiana plumbaginif olia] 



234138 

LIB3272-029-P1-K1-E4 

BLASTX 

g3393062 

455 

2.0e-45 
136 

57 * . 

(Y17386) putative In2 . 1 protein [Triticum aestivum] 
234139 

LIB3272-029-P1-K1-E5 

BLASTX 

g549063 

409 

5.0e-40 

121 

67 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234140 

LIB3272-029-P1-K1-E6 

BLASTX 

g2827702 

576 

l.Oe-59 

145 

74 

(AL021684) predicted protein [Arabidopsis thaliana] 
234141 

LIB3272-029-P1-K1-E8 

BLASTX 

g514324 

417 - . 

5.0e-41 

120 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



67 

(L34773) RNA polymerase subunit [Arabidopsis thaliana] 
>gi_2462755 (AC002292) RNA polymerase subunit (isoform B) 

[Arabidopsis thaliana] >gi_1586550_prf 220424 6B RNA' 

polymerase [ArabidopsTs thaliana] - 

234142 

LIB3272-029-P1-K1-F1 

BLASTX 

g300264 

248 

3,0e-21 

98 

58 

(S59747) HSP68=68 kda heat-stress DnaK homolog [Solanum 
tuberosum=potatoes, Peptide Mitochondrial, 682 aa] [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 
Seq. ID 
Method 
NCBI GI 



234143 

LIB3272-029-P1-K1-F10 

BLASTX 

g2369766 

389 

l.Oe-37 

126 

62 

(AJ001304) hypothetical protein [Citrus x paradisi] 
234144 

LIB3272-029-P1-K1-F11 

BLASTX 

g2498885 

142 

7.0e-18 

113 

49 

PROTEIN TRANSPORT PROTEIN SEC23 HOMOLOG ISOFORM A 
>gi_1296664_emb_CAA65774_ (X97064) Sec23 protein [Homo 
sapiens] 

234145 

LIB3272-029-P1-K1-F12 

BLASTX 

g3915031 

713 

l.Oe-75 

137 

98 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

234146 

LIB3272-029-P1-K1-F5 

BLASTX 

g464986 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(UBIQUITIN- PROTEIN 
(UBCAT4B) 



427 

3.0e-42 
91 
88 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi__421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



oSq . INO . 


9 '3^ T Al 
^ DH ±H f 




T.TR^?7?-n?g-PT -K1-F8 




RT A*^Ty 
OJxriO X /V 




gx / / o o / \j 




519 






ixia ucn xeny un 


X *i X 


% identity 


68 


NCBI Description' 


(U81288) PsRT17-l [Pisum sativum] 


o e q . LN o . 


^ 0 *i X 1 0 


oeq. J.U 






RT.ASTX 


LN ^ O ± O X 


*3 *3 -.J U X ^ 




^ U 0 


Lj V Cl X Lis? 


1 . Oe-16 


Match length 


90 


% identity 


52 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


234149 


Seq. ID 


LiB3272-029-Pl-Kl-G10 


Method 


BLASTX 


NCBI GI 


g2501449 


BLAST score 


398 


E value 


9.0e-39 


Match length 


78 


% identity 


97 


NCBI Description 


UBIQUITIN-LIKE PROTEIN SMT3 >gi_1668773_embj 




(X99608) ubiquitin-liJce protein [Oryza sativi 


Seq. No. 


234150 


Seq. ID 


LIB3272-029-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


489 


E value 


2.0e-49 


Match length 


104 


% identity 


89 



NCBI Description 



GLYCERALDEHYDE 
>gi_66G14_pir_ 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
DEJMG glyceraldehyde-3-phosphate 
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dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234151 

LIB3272-029-P1-K1-G2 

BLASTX 

gll73055 

661 

l.Oe-69 

137 

95 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S424 97 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234152 

LIB3272-029-P1-K1-G5 

BLASTX 

gll07526 

445 

3.0e-44 

113 

74 

(X87931) SIEPIL protein [Beta vulgaris] 
234153 

LIB3272-029-P1-K1-G6 

BLASTX 

g4455227 

351 

3.0e-33 

79 

82 

(AL035440) SNF8 like protein [Arabidopsis thaliana] 
234154 

LIB3272-029-P1-K1-G7 
BLASTX ' 
gl724102 
505 

3.0e-51 

117 

83 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

234155 

LIB3272-029-P1-K1-G8 

BLASTX 

g3122673 

525 

l.Oe-53 

131 

79 

60S RIBOSOMAL PROTEIN L15 >gi 2245027_emb_CAB10447__ 



33827 



(Z97341) ribosomal- protein [Arabidopsis thaliana] 



Seq. No. 

Seq.- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234156 

LIB3272-029-P1-K1-G9 
BLASTX 
g464986 
534 

l.Oe-54 
117 . 
85 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) {UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ {Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ {X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
{UBCAT4B) 

(EC 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234157 

LIB3272-029-P1-K1-H1 

BLASTX 

g4006881 

277 

l.Oe-24 

115 

55 

{Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234158 

LIB3272-029-P1-K1-H10 

BLASTX 

gl263291 

638 

7.0e-67 

120 

98 

(04 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234159 

LIB3272-029-P1-K1-H11 

BLASTX 

gl220196 

550 

l.Oe-56 

120 

88 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 
Seq. I'D 
Method 
NCBI GI 
BLAST score 



234160 

LIB3272-029-P1-K1-H12 

BLASTX 

g3759184 

254 
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- E value 5.0e-22 

Match length 84 

% identity 62 

NQBI Description (AB018441) phi-1 [Nicotiana tabacum] 

Seq. No. 234161 

Seq, ID LIB3272-029-P1-K1-H2 

Method BLASTX 

NCBI GI gl67367 

BLAST score 640 

E value 4.0e-67 

Match length 138 

% identity 91 

NCBI Description (L08199) peroxidase [Gossypiuin hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234162 

LIB3272-029-P1-K1-H4 

BLASTX 

g3600039 

283 

8.0e-49 

'140 - 
68 

(AF080119) similar to Schizosacchairomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

234163 
.LIB3272-029-P1-K1-H7 
BLASTX 
g2921512 
455 

2.0e-45 

112 

83 

(AFP37460) GF14 protein [Fritillaria agrestis] 



234164 
LIB327 
BLASTX 
gl7058 
449 

l.Oe-4 

136 

62 

ACIDIC 
(Z6812 



2-030-P1-K1-A1 

12 

4 



CHITINASE PRECURSOR >gi_1150686_enib_CAA92207_ 
3) acidic chitinase [Vitis vinifera] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234165 

LIB3272-030-P1-K1-A10 

BLASTX 

g2347098 

512 

4.0e-52 
107 - 
93 ^- 

(U76845) ubiquitin-specif ic protease [Arabidopsis thaliana] 
>gi_44 90742_enib_CAB38904 . 1_ {AL035708) ubiquitin-specif ic 



33829 



protease (AtUBP3) .[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234166 

LIB3272-030-P1-K1-A11 

BLASTX 

g2924521 

178 

5.0e-13 

109 

43 

{AL022023) putative protein [Arabidopsis thaliana] 



234167 

LIB3272-030-P1-K1-A12 

BLASTX 

g2078350 

604 

6.0e-63 

134 

90 

{U95923) transaldolase 



[Solanum tuberosum] 



234168 

LrB3272-030-Pl-Kl-A2 

BLASTX 

g4539457 

198 

3.0e-15 

55 

65 

{AL049500) heat shock transcription factor-like protein 
[Arabidopsis thaliana] 

234169 

LIB3272-030-P1-K1-A5 

BLASTX 

gl8482.12 

451 

5.0e-45 

87 

44 

{Y11209) protein disulf ide-isomerase precursor [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234170 

LIB3272-030-P1-K1-A7 

BLASTX 

g32490.66 

381 

9.0e-37 

128 

66 

(AC004473) 
gb_984 964 



Similar to S. cerevisiae SIKIP protein 
ESTs gb_F15433 and gb_AA395158 come from this 



gene. [Arabidopsis thaliana] 



Seq. No. 



234171 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-030-P1-K1-B1 

BLASTX 

g3869088 

581 

3,0e-60 

112 

98 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
234172 

LIB3272-030-P1-K1-B10 

BLASTX 

gll8564 

466 

7.0e-47 

104 

85 

GLYCERATE DEHYDROGENASE (NADH-DEPENDENT HYDROXYPYRUVATE 

REDUCTASE) (HPR) (GDH) >gi_65955_pir DEKVG glycerate 

dehydrogenase (EC 1.1.1.29) - cucumber 
>gi_18264_emb_CAA41434_ (X58542) NADH-dependent 
hydroxypyruvate reductase [Cucumis sativus] 
>gi_18275_emb_CAA32764_ (X14 609) NAPH-dependent 
hydroxypyruvate reductase (AA 1 - 382) [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234173 

LIB3272-030-P1-K1-B2 

BLASTX 

g2766452 - 

173 

l.Oe-12 

51 

63 

(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 
234174 

LIB3272-030-P1-K1-B5 

BLASTX 

g3559811 

168 

7.0e-16 

88 

45 

(AJ010735) grl-protein [Arabidopsis thaliana] 
234175 

LIB3272-030-P1-K1-B6 

BLASTX 

gl706326 

635 

l.Oe-66 

135 

87 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2146786_pir S65470 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDCl) - Garden pea >gi_1177603_emb_CAA9144 4_ 
(Z66543) pyruvate decarboxylase [Pisum sativum] 



33831 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234176 

LIB3272-030-P1-K1-B7 

BLASTX 

gl666173 

144 

3.0e-09 

48 

67 

(Y09106) transcription factor [Nicotiana plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234177 

LIB3272-030-P1-K1-B8 

BLASTX 

g3236235 

525 

l.Oe-53 

139 

73 

{AC004 684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234178 

LIB3272-030-P1-K1-B9 

BLASTX ' 

gl67367 

721 

l.Oe-76 

137 

99 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234179 

LIB3272-030-P1-K1-C11 

BLASTX 

g3023847 

285 

3.0e-33 

83 

62 

GUANINE 
PROTEIN 
subunit 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
like [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- identity 

NCBI Description 



234180 

LIB3272-030-P1-K1-C12 

BLASTX 

g4115731 

183 

l.Oe-13 

84 

44 

{.AB017507) Apgl2 [Homo sapiens] 



Seq. No. 
Seq. ID 



234181 

LIB3272-030-P1-K1-C3 



33832 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4521249 

433 

6.0e-43 

114 

74 

(AB013912) DNA helicase [Mus musculus] 
234182 

LIB3272-030-P1-K1-C7 

BLASTX 

gll69009 

684 

3.0e-72 

134 

90 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_542009__pir S4014 6 

catechol 0-methyltransf erase (EC 2.1.1.6) - cider tree 
>gi_437777_emb_CAA52814_ {X74814) 0-Methyltransf erase 
[Eucalyptus gunnii] 

234183 

LIB3272-030-P1-K1-C8 

BLASTX 

g2244740 

167 

9.0e-12 
44 

75 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 



234184 

LIB3272-030-P1-K1-D10 

BLASTX 

g404670 

385 

3.0e-37 

130 

59 

{L21154) phytochrome A 



[Arabidopsis thaliana] >gi_3482934 



(AC003970) phytochrome A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 

Seq. No. 
Seq. ID 
Method 



234185 

LIB3272-030-P1-K1-D11 

BLASTX 

g3237190 

144 

3.0e-09 

56 

54 

(AB014760) cystein proteinase inhibitor [Cucumis sativus] 
234186 

LIB3272-030-P1-K1-D12 
BLASTX 



33833 



NCBI GI 

BLAST- score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 

SeqV No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2541876 
159 

8.0e-ll 

79 

49 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

234187 

LIB3272-030-P1-K1-D5 

BLASTX 

g4371284 

565 

2.0e-58 

125 

86 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

234188 

LIB3272-030-P1-K1-D8 

BLASTX 

g4115377 ' 

270 

9.0e-24 

85 

69 

(AC005967) unknown protein [Arabidopsis thaliana] 
234189 

LIB3272-030-P1-K1-E12 

BLASTX 

g3763925 

332 

4.0e-31 

70 

87 

(AC004450) putative AflO-protein [Arabidopsis thaliana] 
234190 

LIB3272-030-P1-K1-E2 

BLASTX 

g585973 

499 

l.Oe-50 

123 

83 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283_ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234191 

LIB3272-030-P1-K1-E3 

BLASTX 

g3128177 

486 



33834 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-49 

120 

81 

(AC004521) unknown protein [Arabidopsis thaliana) 
234192 

LIB3272-030-P1-K1-E8 

BLASTX 

g3024020 

617 

2.0e-64 

121 

96 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanuin tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234193 

LIB3272-030-P1-K1-E9 

BLASTX 

g2914706 

481 

2.0e-48 
104 - 

82 _ 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
234194 

LIB3272-030-P1-K1-F11 

BLASTX 

gl653033 

293 

2.0e-26 

76 

75 

(D90910) hypothetical protein [Synechocystis sp.J 
234195 

LIB3272-030-P1-K1-F2 

BLASTX 

gl709498 

516 

l.Oe-52 

113 

82 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001jpir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA614 11_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234196 

LIB3272-030-P1-K1-F6 

BLASTX 

g225024 

151 

8.0e-10 
88 



33835 



% identity 22 ' 

NCBI Description calmodulin [Chiamydomonas reinhardtii] 



Seq. No. 234197 

Seq. ID LIB3272-030-P1-K1-F7 

Method BLASTX 

NCBI GI g3128228 

BLAST score 626 

E value 2.0e-65 

Match length 128 

% identity 91 

NCBI Description (AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal prot 
L18A [Arabidopsis thaliana] 

Seq. No. 234198 

Seq. ID LIB3272-030-P1-K1-F8 

Method BLASTX 

NCBI GI gl67367 

BLAST score 328 

E value l,0e-30 

Match length 82 

% identity 77 

NCBI Description - {L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234199 

LIB3272-030-P1-K1-F9 

BLASTX 

gl25887 

194 

5.0e-15 

102 

46 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] . , 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234200 

LIB3272-030-P1-K1-G11 

BLASTX 

g217909 

328 

l.Oe-30 

74 

88 

(D14044) glycolate oxidase [Cucurbita sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234201 

LIB3272-030-P1-K1-G3 

BLASTX 

g3212854 

272 

5.0e-24 

126 

59 

(AC004 005) unknown protein [Arabidopsis thaliana] 



33836 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234202 = 

LIB3272-030-P1-K1-G4 

BLASTX 

g2642432 

171 

4.0e-12 

83 

51 

(AC002391) putative elicitor response element binding 
protein {WRKY3) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234203 

LIB3272-030-P1-K1-G6 

BLASTX 

g3164222 

236 

8.0e-20 

63 

65 

{AB008518) RMAl [Arabidopsis thaliana] >gi_4206205 
{AF071527) RMAl RING zinc finger protein [Arabidopsis 
thaliana] 



Seq, No. 


234204 


Sea. ID 


LIB3272-030-P1-K1-G7 ' 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


332 


E value 


5.0e-31 


Match length 


94 


% identity 


69 


NCBI Description 


(AC004077) unknown protein 


Seq. No. 


234205 


Seq. ID 


LIB3272-030-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl402912 


BLAST score 


424 


E value 


7.0e-42 


Match length 


122 


% identity 


66 


NCBI Description 


(X98317) peroxidase [Arabi* 


Seq. No. 


234206 


.Seq. ID 


LIB3272-030-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2275210 


BLAST score 


180 


E value 


2.0e-13 


Match length 


97 


% identity 


44 


NCBI Description 


(AC002337) peptidyl-prolyl 




[Arabidopsis thaliana] 


Seq. No. 


234207 


Seq. ID 


LIB3272-030-P1-K1-H1 



33837 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gf 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g862931 

356 

6.0e-34 

106 

69 

(027179) acidic glucanase [Medicago sativa subsp. sativa] 
234208 

LIB3272-030-P1-K1-H10 

BLASTX 

gl36057 

177 

3.0e-13 

59 

61 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir ^A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



protein PIPB [Craterostigma 



234209 

LIB3272-030-P1-K1-H12 
BLASTX 
g2440044 
319 

8.0e-30 
65 
91 

(AJ001293) major intrinsic 
plant agineum] 

234210 

LIB3272-030-P1-K1-H2 
BLASTX 
gl928981 
537 . 
4.0e-55 
114 
93 

(U92651) tonoplast intrinsic 
oleracea var. botrytis] 



protein bobTIP26-l [Brassica 



234211 

LIB3272-030-P1-K1-H3 

BLASTX 

g2829871 

129 

4.0e-09 

93 

44 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
234212 

LIB3272-030-P1-K1-H9 

BLASTX 

gll07526 



33838 



BLAST score 
E value ^ 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description^ 



235 ' 

6.0e-20 

70 

61 

(X87931) SIEPIL protein [Beta vulgaris] 



234213 

LIB3272-031-P1-K1-A10 

BLASTX 

gl653767 

434 

5.0e-43 

134 

59 

{D90916) oligopeptidase 



A [Synechocystis sp.] 



234214 

LIB3272-031-P1-K1-A3 

BLASTX 

gl31385 

438 

2.0e-43 

130 

70 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234215 

LIB3272-031-P1-K1-A4 

BLASTX 

g548852 

361 

2.0e-34 

82 

80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir ^S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



234216 

LIB3272-031-P1-K1-A7 

BLASTX 

gl709498 

514 

2.0e-52 

129 

74 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

234217 

LIB3272-031-P1-K1-B12 

BLASTX 

g3158376 



33839 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



442 

6.0e-44 

120 

75 

(AF035385) unknown [Arabidopsis thaliana] 
234218 

LIB3272-031-P1-K1-B3 

BLASTX 

g3319882 

518 

8.0e-53 

139 

76 

{AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234219 

LIB3272-031-P1-K1-B4 

BLASTX 

g3869088 

643 

2.0e-67 

123 

100 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
234220 

LIB3272-031-P1-K1-B5 

BLASTX 

g3288821 

422 

l.Oe-48 

123 

80 

(AF063901) alanine: glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

234221 

LIB3272-031-P1-K1-B6 

BLASTX 

gll72995 

238 

5.0e-20 

95 

54 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

234222 

LIB3272-031-P1-K1-B7 

BLASTX ■ - 

gll70747 

361 



33840 



E value ^ 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match- -length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-34 

77 ' - 
92 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A •>gi_167345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenes is -abundant protein [Gossypium hirsutum] 

234223 

LIB3272-031-P1-K1-C10 

BLASTX 

gl483218 

190 

2.0e-14 

79 

53 

{X99793) induced upon wounding stress [Arabidopsis 
thaliana] 

234224 

LIB3272-031-P1-K1-C12 

BLASTX 

g585204 

513 

3.0e-52 ' . - ' 

100 

94 

GLUTAMINE SYNTHETASE ROOT ISOZYME 4 (GLUTAMATE — AMMONIA 

LIGASE) (GS107) >gi_481809_pir S39480 glutamate — ammonia 

ligase (EC 6.3.1.2) 1-4, cytosolic - maize 

>gi_434330_emb_CAA4 6722_ (X65929) glutamine - synthetase [Zea 
mays] 

234225 

LIB3272-031-P1-K1-C2 

BLASTX 

g2262115 

266 

3.0e-23 

114 

46 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
234226 

LIB3272-031-P1-K1-C4 

BLASTX 

g3355477 

417 ' ' 

5,0e-41 

139 

43 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 
Method 



234227 

LIB3272-031-P1-K1-C5 
BLASTX 



33841 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2738248 
508 

l.Oe-51 - 

138 

76 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] • 

234228 

LIB3272-031-P1-K1-C6 

BLASTX 

g3980393 

262 

6.0e-27 

102 

64 

(AC0G4561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234229 

LIB3272-031-P1-K1-D1 

BLASTX 

g2388689 

217 

2.0e-17' 

84 

55 

(AF016633) GHl protein [Glycine max] 
234230 

LIB3272-031-P1-K1-D12 

BLASTX 

gl657948 

385 

2.0e-37 

104 

74 

(U734 66) MipC [Mesembryanthemum. crystallinum] 
234231 

LIB3272-031-P1-K1-D2 

BLASTX 

g4049354 

689 

7.0e-73 

137 

96 

(AL034567) glycine hydroxymethyltransf erase (EC 
2 . 1 . 2 . 1) -like protein [Arabidopsis thaliana] 

234232 

LIB3272-031-P1-K1-D3 
■^BLASTX 
g2213597 
317 

3.0e-29 
86 



33842 



% identity 

NCBI Description 



71 

(AC000348) T7N9.17* [Arabidopsis thaliana] 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



234233 

LIB3272-031-P1-K1-D4 

BLASTX 

g728880 

181 

2.0e-13 

98 

43 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARDl SUBUNIT HOMOLOG 
>gi_517485_emb_CAA54 691_ (X77588) ARDl N-acetyl transferase 
homologue [Homo sapiens] >gi_1302661 (U52112) ARDl N-acetyl 
transferase related protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234234 

LIB3272-031-P1-K1-D5 

BLASTX 

g495725 

603 

8.0e-63 

133 

85 

(L25042) acetyl-CoA carboxylase [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234235 

LIB3272-031-P1-K1-D6 

BLASTX 

gl23620 

552 

6.0e-57 

114 

96 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb^CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



234236 

LIB3272-031-P1-K1-E1 

BLASTX 

g3702332 

199 

2.0e-24 

98 

66 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



234237 

LIB3272-031-P1-K1-E10 

BLASTX 

gl67367 

542 

9.0e-56 

119 

89 



3384 3 



NCBI Description 



(L08199) peroxidase [Gossypiiim hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234238 

LIB3272-031-P1-K1-E11 

BLASTX 

g2160166 

293 

2.0e-26 

128 

52 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234239 

LIB3272-031-P1-K1-E4 

BLASTX 

g3582342 

247 

4.0e-21 

133 

42 

(AC0054 96) putative f lavonol 3-o-glucosyl transferase 
[Arabidopsis thaliana] 



Seq. . No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



234240 

LIB3272-031-P1-K1-E7 . 

BLASTX 

gl31770 

239 

2.0e-20 

82 

55 

4 OS RIBOSOMAL PROTEIN S9 (4 OS RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. * 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234241 

LIB3272-031-P1-K1-F1 

BLASTX 

g3023847 

328 

3.0e-51 

113 

35 

GUANINE 
PROTEIN 
subunit 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
like [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E' value 
Match length 
% identity 



234242 

LIB3272-031-P1-K1-F10 

BLASTX 

g2267567 

405 

l.Oe-39 

89 

87 



33844 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
X hortorum] >gi_2267569, (AF009004) glycine-rich" RNA binding 
protein 2 (Pelargonium x hortorum] 

234243 

LIB3272-031-P1-K1-F11 

BLASTX 

g3913996 

422 

l.Oe-41 

119 

70 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR 
>gi_2208927__dbj__BAA20482_ (D85610) ATP-dependent protease 
Lon [Spinacia oleracea] 

234244 

LIB3272-031-P1-K1-F2 

BLASTX 

g2267567 

391 

6.0e-38 

87 - 
85 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
X hortorum] >gi_22*67569 {AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 



Seq. No. 234245 

Seq. ID LIB3272 

Method BLASTX 

NCBI GI g298231 

BLAST score 250 

E value 2.0e-21 

Match length 92 

% identity 59 

NCBI Description (AF0512 

- mariana 



-031-P1-K1-F3 
1 



40) probable ubiquitin-conjugating enzyme E2 [Picea 

] ^- ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234246 

LIB3272-031-P1-K1-F4 

BLASTX 

g2811025 

202 

l.Oe-19 

90 

61 

ASPARTIC PROTEINASE PRECURSOR >gi^l944181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

234247 

LIB3272-031-P1-K1-F5 

BLASTX 

g2507421 

4 67 

7.0e-47 
97 



33845 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



92 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
{U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_einb;;CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

234248 

LIB3272-031-P1-K1-F7 

BLASTX 

g3201612 

172 

2.0e-12 

60 

58 

(AC004669) putative 2A6 protein [Arabidopsis thaliana] 
234249 

LIB3272-031-P1-K1-G1 

BLASTX 

g3695408 

295 

l.Oe-26 

86 

72 

(AF096373) contains similarity to Solanuin lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probabl 
wound-induced protein [Arabidopsis thaliana] 

234250 

LIB3272-031-P1-K1-G12 

BLASTX 

gll07526 

341 

4.0e-32 

82 

73 

(X87931) SIEPIL protein [Beta vulgaris] 
234251 

LIB3272-031-P1-K1-G3 

BLASTX 

gl345501 

246 

4.0e-21 

74 

70 

(X59517) glycolytic glyceraldehyde 3-phosphate 
dehydrogenase [Antirrhinum majus] 

234252 

LIB3272-031-P1-K1-G5 
BLASTX 

g537313 * 
231 

6.0e-25 
108 



3384-6. 



% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(L36159) unknown protein [Medicago sativa] 
234253 

LIB3272-031-P1-K1-G6 

BLASTX 

g3845257 

161 

5.0e-ll 

100 

6 

{AE001413) predicted integral membrane protein [Plasmodium 
falciparum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234254 

LIB3272-031-P1-K1-G7 

BLASTX 

g3142698 

509 

9.0e-52 

137 

68 

(AF064542) protein farnesyitransf erase subunit A 
[Arabidopsis thaliana] 



Seq. No. 



234255 



Seq. ID 


LIB3272-031-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


151 


E value 


3.0e-ll 


Match length 


77 


% identity 


56 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood tobacco 




>gi_170217 (M74100) ubiquitin fusion protein [Nicoti 




sylvestris] 


Seq. No. 


234256 


Seq. ID 


LIB3272-031-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4539459 


BLAST score 


400 


E value 


5.0e-39 


Match length 


114 


% identity 


67 


NCBI Description 


(AL049500) putative protein [Arabidopsis thaliana] 


Seq. No. 


234257 


Seq. ID 


LIB3272-031-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3123515 


BLAST score 


663 


E value 


8.0e-70 


Match length 


136 . 


% identity 


93 


NCBI Description 


(Y08761) Mago Nashi-like protein [Euphorbia lagascae* 



33847 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234258 

LIB3272-031-P1-K1-H3 

BLASTX 

g3759184 

274 

3.0e-24 

135 

48 

(AB018441) phi-1 [Nicotiana tabacum] 
234259 

LIB3272-031-P1-K1-H6 

BLASTX 

gl359896 

381 

6.0e-37 

105 

67 

(Z26250) NADPH-ferrihemoprotein reductase 
tuberosus] 



[Helianthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234260 

LIB3272-031-P1-K1-H7 

BLASTX 

g3851636 

583 

2.0e-60 

133 

83 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

234261 

LIB3272-031-P1-K1-H9 

BLASTX 

gl703446 

230 

2'.0e-19 

79 ' 
59 

L -ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_107 6292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 

234262 

LIB3272-032-P1-K1-A1 , 

BLASTX * 

g2879867 

403 

2.0e-39 

110 

69 

(AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



Seq. No. 



234263 



33848 



Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



LIB3272-032-P1-K1-A11 

BLASTX 

g3882081 

521 

3.0e-53 

108 

36 

{AJ012552) polyubiquitin [Vicia faba] 



234264 

LIB3272-032-P1-K1tA12 

BLASTX 

g4539292 

461 

3.0e-46 

95 

88 

(AL049480) putative ribosomal 
thaliana] 



protein SIO [Arabidopsis 



234265 

LIB3272-032-P1-K1-A3 

BLASTX 

gl408471 

437 

2,0e-43 

98 

79 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi__3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

234266 

LIB3272-032-P1-K1-A5 

BLASTX 

g3033380 

442 

6.0e-44 

112 

76 

{AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 

234267 

LIB3272-032-P1-K1-A6 

BLASTX 

g3046700 

211 

4 .Oe-17 

65 

66 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi_3093276_einb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

234268 



33849 



Seq. ID 


LIB3272-032-P1-K1-A8 


Method - 


-BLASTX 


NCBI GI 


g2285792 ' 


BLAST score 


383 


E value 


4 . Oe-37 


Match length 


118 


% identity 


64 


NCBI Description 


(AB004568) cyanase (Arabidopsis thaliana] 




>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidops 




thaliana] 


Seq. No. 


234269 


Seq. ID 


LIB3272-032-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gJioo O / D 


BLAST score 


463 


E value 


2.0e-46 


Match length 


123 


% identity 


76 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


234270 


Seq. ID 


LIB3272-032-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


424 


E value 


8.0e-42 


Match length 


111 • ^ • - 


% identity ' 


70 


NCBI Description 


(U93166) cysteine protease [Prunus armeniaca] 


Seq. No. 


234271 


Seq. ID 


LIB3272-032-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


270 


E value 


8.0e-24 


Match length 


112 


% identity 


53 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


234272 


Seq. ID 


LIB3272-032-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3914361 


BLAST score 


371 


E value 


6.0e-36 


Match length 




% identity 


80 


NCBI Description 


PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 




(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 




>gi_2281951_emb_CAB06620_ (Z84822) phospholipase D 




[Nicotiana tabacum] 


Seq. No. 


234273 


Seq. ID 


LIB3272-032-P1-K1-B7 


Method 


BLASTX 



33850 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST iscore 

E value^ 

Match length 

% identity 

NCBI Description. 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2583134^ 
179 

3.0e-13 

105 

46 

(AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 

234274 

LIB3272-032-P1-K1-C10 

BLASTX 

gll99772 

344 

2.0e-32 

119 

62 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

234275 

LIB3272-032-P1-K1-C11 

BLASTX 

gll07526 

413 ^ " 

l.Oe-40 * 

119 

66 

(X87931) SIEPIL protein [Beta vulgaris] 



234276 

LIB3272-032-P1-K1-C2 

BLASTX 

gl928981 

485 

5.0e-4,9 

109 

89 

(U92651) tonoplast intrinsic 
oleracea var. botrytis] 



protein bobTIP26-l [Brassica 



234277 

LIB3272-032-P1-K1-C3 

BLASTX 

g4115337 

394 

3.0e-38 

82 

16 

(L81141) ubiquitin [Pisum sativum] 
234278 

LIB3272-032-P1-K1-C5 

BLASTX 

g543867 

374 

6.0e-36 



33851 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 

79 * 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR . 

>gi_1076684_pir ^A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14 699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

234279 

LIB3272-032-P1-K1-C7 

BLASTX 

g886100 

304 

3.0e-29 

100 

74 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 

234280 

LIB3272-032-P1-K1-C9 

BLASTX 

g2583121 

162 

4.0e-ll 

66 

56 

JAC002387) putative phosphotransferase [Arabidopsis 
thaliana] ^* 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234281 

LIB3272-032-P1-K1-D11 

BLASTX 

g3643609 

419 

3.0e-41 

132 

63 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

234282 

LIB3272-032-P1-K1-D3 

BLASTX 

g3094012 

235 

9.0e-20 

75 

65 

(AF060569) cold-regulated LTC0R12 [Lavatera thuringiaca] 
234283 

LIB3272-032-P1-K1-D4 

BLASTX 

g498040 

335 



33852 



E value 
^Match length- 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



2.0e-31 

90 X ^ ■ 

71 

{L33793) ORF [Senecio odorus] 
234284 

LIB3272-032-P1-K1-D5 

BLASTX 

g2879867 

393 

3.0e-38 

111 

68 

{AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 

234285 

LIB3272-032-P1-K1-D6 

BLASTX 

gll72555 

466 

9.0e-47 

103 

86 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT AN I ON- SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 34) >gi_629720_pir S4 6936 34K porin - potato 

>gi_1076682_pir ^A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34^ kDA 
porin [Solanum tuberosum] 

234286 

LIB3272-032-P1-K1-D7 

BLASTX 

g3860272 

486 

4.0e-49 

99 

94 

(AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314 399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

234287 

LIB3272-032-P1-K1-D9 

BLASTX 

g3024020 

650 

2.0e-68 

129 

94 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 

234288 

LIB3272-032-P1-K1-E1 



33853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E va-lue 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g629483 

317 

3.0e-29 

113 

57 

gene 1-Sc3 protein - European white birch 
>gi_534898_einb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

234289 

LIB3272-032-P1-K1-E10 

BLASTX 

g3901014 

235 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

234290 

LIB3272-032-P1-K1-E11 

BLASTX 

g2558962 

360 

2.0e-34 

96 

77 

(AF025667) histone H2B1 [Gossypium hirsutum] 
234291 

LIB3272-032-P1-K1-E12 

BLASTX 

g2244765 

160 

7.0e-ll 

108 

24 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
234292 

LIB3272-032-P1-K1-E2 

BLASTX 

g729470 

268 

l.Oe-23 

83 

63 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702 
(Z21493) mitochondrial formate dehydrogenase precursor ~ 
[Solanum tuberosum] 



33854 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234293 

LIB3272-032-P1-K1-E3 

BLAStX 

g401189 

513 

3.0e-52 

109 

89 

WATER-STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 

(TURGOR-RESPONSIVE PROTEIN 7A) >gi_485511_pir S33617 

trg-31 protein - garden pea >gi_20426_emb_CAA79159_ 
{Z18288) trg-31 [Pisum sativum] 

234294 

LIB3272-032-P1-K1-E4 

BLASTX 

gl076660 

188 

4.0e-14 

47 

79 

D13F(MYBST1) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosuiti=potatoes, 
leaf. Peptide, 342 aa]. [Solanum tuberosiam] 



Seq. No. 


234295 


Seq. ID 


LIB3272-032-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3646373 


BLAST score 


596 


E value 


5.0e-62 


Match length 


116 


% identity 


93 


NCBI * Description 


(AJ011078) RGPl protein [Oryza sativa] 


Seq. No. 


234296 


Seq. ID 


LIB3272-032-P1-K1-F11 


Method 


BLASTX 


NCBI GI < 


g3759184 


BLAST score 


285 


E value 


2.0e-25 


Match length 


125 


% identity 


50 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


234297 


Seq. ID 


LIB3272-032-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4454097 


BLAST score 


277 


E value 


i;0e-24 


Match, length 


67' 


% identity 


82 


NCBI Description 


(X85206) hybrid proline-rich protein [Catharanthus 


Seq. No. 


234298 



33855 



^ Seq.. ID 
' Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-032-P1-K1-F2 

BLASTX 

gl709498 

377 

2.0e-36 

85 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) -osmotin 
[Arabidopsis thaliana] 

234299 

LIB3272-032-P1-K1-F3 

BLASTX 

g2791834 

509 

3.0e-52 

111 

96 

(AF0414 63) elongation factor 1-alpha [Manihot esculenta] 
234300 

LIB3272-032-P1-K1-F5 

BLASTX . 

g2507281 

634 

2.0e-66 

114 

99 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_einb_CAA6604 8 
(X97380) atran2 [Arabidopsis thaliana] 

234301 

LIB3272-032-P1-K1-F7 
BLASTX 

g3915165 . . 

484 

5.0e-49 

106 

89 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_27 92520 
(AF042320) tryptophan synthase beta subunit [Camptotheca 
acuminata] >gi_28pl771 (AF042321) tryptophan synthase beta 
[Camptotheca acuminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234302 

LIB3272-032-P1-K1-F8 

BLASTX 

g3860333 

392 

4.0e-38 

99 

69 

(AJ012693) basic blue copper protein [Cicer arietinum] 



Seq. No. 



234303 



33856 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-032-P1-K1-F9 

BLASTX 

g2130149 

438 

l.Oe-43 

96 

91 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

234304 

LIB3272-032-P1-K1-G11 

BLASTX 

g2130073 

483 

9.0e-49 

103 

92 

fructose-bisphosphate aldolase (EC 4.1.2,13) isoenzyme C-1, 
cytosolic - rice >gi_786178_dbj_BAA0884 5_ (D50307) aldolase 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 

234305 

LIB3272-032-P1-K1-G12 

BLASTX 

gl724102 

475 

6.0e-48 

95 
96 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 

234306 

LIB3272-032-P1-K1-G4 

BLASTX 

gll5610 

388 

l.Oe-37 

82 

95 

PHOSPHOENOLPYRUVATE CARBOXYLASE (PEPCASE) 

>gi_68030_pir QYNT phosphoenolpyruvate carboxylase (EC 

4.1.1.31) - common tobacco >gi_22589_emb_CAA4 1758_ (X59016) 
phosphoenolpyruvate carboxylase [Nicotiana tabacum] 

234307 

LIB3272-032-P1-K1-G5 

BLASTX 

g3132675 

464 

l.Oe-46 

91 

93 

(AF061740) asparagine synthetase [Elaeagnus umbellata] 



33857 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234308 

LIB3272-032-P1-K1-G7 

BLASTX 

gl001312 

270 

8.0e-24 

84 

63 

(D64006) hypothetical protein [Synechocystis sp.] 
234309 

LIB3272-032-P1-K1-G9 

BLASTX 

g549063 

140 

7.0e-09 

69 

51 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234310 

LIB3272-032-P1-K1-H1 

BLASTX 

g441457 

290 

3.0e-26- 

65 — 
80 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

234311 

LIB3272-032-P1-K1-H11 

BLASTX 

g3687243 

235 

9.0e-20 

59 

78 

{AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234312 

LIB3272-032-P1-K1-H2 

BLASTX 

g2501578 

489 

l.Oe-49 

104 

95 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S6004 7 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



33858 





Seq. No. 


234313 




Seq. ID 


LIB3272-032-P1-K1-H5 




we tnoa 


OT A O T^V 




NCBI GI 


g2894599 




BLAST score 


533 




E value 


l.Oe-54 




Match length 


115 




% identity 


81 




NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 




Seq. No. 


234314 




Seq. ID 


LIB3272-032-P1-K1-H6 




MernOQ 


BLASTX 




NCBI GI 


g2842486' . 




BLAST score 


331 




E value 


6.0e-31 





Match length 


105 




% identity 


65 




NCBI Description 


(AL02174 9) putative protein [Arabidopsis thaliana] 


ftl 


Seq. No. 


234315 




Seq. ID 


LIB3272-032-P1-K1-H8 


o 


Method 


BLASTX 




NCBI GI 


g3868758 




BLAST score 


412 


01 


E value 


2.0e-40 




Match length 


99 




% identity 


77 


" 


NCBI Description 


(D89802) elonaation factor IB aamma rorv7;5 ciai-iv^il 




Seq. No. 


234316 


0 


Seq. ID 


LIB3272-033-P1-K1-A1 




Metnou 


BLASTX 


— ~ 


NCBI GI 


g4210948 




BLAST score 


470 




E value 


3.0e-47 




Match length 


99 




% identity 


91 




NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis ] 




Seq. No. 


234317 




Seq. ID 


LIB3272-033-P1-K1-A10 




Method 


BLASTX 






g3023190 




BLAST score 


278 




E value 


9.0e-25 




Match length 


95 




% identity 


64 




NCBI Description 


14-3-3-LIKE PROTEIN 16R >ai 1888459 emb CAA72381 






14-3-3 protein [Solanum tuberosum] ~ ~ ~ 




Seq. . No. 


234318 




Seq. ID 


LIB3272-033-P1-K1-A11 




Method 


BLASTX 




NCBI GI 


gl431629 




BLAST score 


352 



33859 



E value 


2.0e-33 


Match length 


95 


% identity 


68 


NCBI Description 


(X99348) pectinacetylesterase precursor [Vigna radiata]- 


Seq. No. 


234319 


Seq. ID 


LIB3272-033-P1-K1-A2 


Method 


BLASTX 




— -3 1 CO C 


BLAST score 


425 


E value 


6.0e-42 


Match length 


118 


% identity 


74 - 


NCBI Description 


{AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


234320 


Seq. ID 


LIB3272-033-P1-K1-A4 


Method 


BLASTX 






BLAST score 


227 


E value 


9.0e-19 


Match length 


91 


% identity 


55 


NCBI Description 


(AC002387) putative surface protein [Arabidopsis thaliana] 


Seq. No. 


234321 


Seq. ID 


LIB3272-033-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


469 


E value 


4.0e-47 


Match length 


87 


% identity 


98 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 'E2-17 KD 9 (UBIQUITIN-PROTEIN 



LIGASE 9) {UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ {Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

234322 

LIB3272-033-P1-K1-A6 

BLASTX 

gl666234 

551 

8.0e-57 

103 

98 

(U76193) actin [Pisum sativum] >gi__1724143 (U81049) actin 
[Pisrnn sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



234323 



33860 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3272-033-P1-K1-A7 

BLASTX * . 

g3598857 

268 

l.Oe-23 

114 

47 

{AF072447) short-chain alcohol dehydrogenase [Ipomoea 
trifida] 

234324 

LIB3272-033-P1-K1-A9 

BLASTX 

g3334320 

493 

6.0e-50 

108 

92 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

234325 

LIB3272-033-P1-K1-B12 

BLASTX 

g4217999 • 

618 

l.Oe-64 ' 

124 

89 

(AC006135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 

234326 

LIB3272-033-P1-K1-B2 

BLASTX 

g421924 

356 

7.0e-34 ' ' 

107 ' 
64 

peroxidase (EC 1.11.1,7) - tomato >gi_296910_emb_CAA50597_ 
(X71593) peroxidase [Lycopersicon esculentum] 

234327 

LIB3272-033-P1-K1-B5 

BLASTX 

g4105698 

196-. 

3.0e-15 

69 

55 

(AF049870) small hydrophobic protein [Arabidopsis thaliana] 
234328 . 

LIB3272-033-P1-K1-B6 

BLASTX 

g82263 



33861 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



322 

3.0e-30 

62 . 
100 

ubiquinol— cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 

234329 

LIB3272-033-P1-K1-B9 

BLASTX 

g3947719 

249 

2.0e-21 

53 

92 

(AJ012653) ribosomal protein* S28 [Prunus persica] 
>gi_3947721_einb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

234330 

LIB3272-033-P1-K1-C10 
BLASTX 
g4263711 • 
24 0 

3.0e-20 
88 

51 . 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 

234331 

LIB3272-033-P1-K1-C11 

BLASTX 

g3980393 

388 

l.Oe-37 

107 

67 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 

234332 

LIB3272-033-P1-K1-C12 

BLASTX 

g3687654 

238 

4.0e-20 • 

96 

54 

(AF047975) putative ethylene receptor; ETR2 [Arabidopsis 
thaliana] 

234333 

LIB3272-033-P1-K1-C3 

BLASTX 

g3193316 



33862 



BLAST score 

EI- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



179 

4.0e-13 
111 - 
46 

(AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 

234334 

LIB3272-033-P1-K1-C4 

BLASTX 

gl076393 

360 

2.0e-34 

94 

80 

RCI14A protein - Arabidopsis thaliana 

>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 



Seq. No. 


234335 


Seq, id' 


LIB3272-033-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4097579 


BLAST score 


513 


E value 


3.0e-52 


Match length 


105 


% identity 


91 


NCBI Description 


(U64922) NTGPl [Nicotiana tabacum] 


Seq. No. 


234336 


Seq. ID 


LIB3272-033-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4510376 


BLAST score 


205 


E value 


3.0e-16 


Match length 


69 


% identity 




NCBI Description 


(AC007017) unknown protein [Arabidops 


Seq. No. 


234337 


Seq. ID 


LIB3272-033-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl22770 


BLAST score 


443 


E value 


4 .Oe-44 


Match length 


112 


% identity 


79 


NCBI Description 


HEMOGLOBIN II >gi 99509 pir S13378 h( 




oak >gi_18015_emb_CAA37898_ (X53950) ] 




glauca] 


Seq. No. 


234338 


Seq. ID 


LIB3272-033-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3879192 


BLAST score 


274 


E value 


3.0e-24 



emoglobin II - swamp 
hemoglobin [Casuarina 



33863 



* Match length 
% identity. 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID.. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



123 

• 48 ' 

(Z50795) weak similarity with yeast cat8 regulatory protein 
(Swiss Prot accession number P39113); cDNA EST EMBLrZ14554 
comes 'from this gene; cDNA EST EMBL:T02057 comes from this 
gene; cDNA EST EMBL:D75504 comes from this gene; 

234339 

LIB3272-033-P1-K1-D1 

BLASTX 

g3236242 

439 

l.Oe-43 

103 

84 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



234340 

LIB3272-033-P1-K1-D10 

BLASTX 

g3522945 

263 

5.0e-23 

116 

44 

(AC004411) putative cytochrome 



P450 [Arabidopsis thaliana] 



234341 

LIB3272-033-P1-K1-D11 

BLASTX 

g4126401 

420 

2,0e-41 

95 

85 

(AB011795) flavanone ■3-hydroxylase [Citrus sinensis] 
234342 

LIB3272-033-P1-K1-D2 

BLASTX 

g549063 

447 

l.Oe-44 

103 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP)- 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234343 

•LIB3272-033-P1-K1-D4 

BLASTX 

g445613 

400 

5.0e-39 

33864 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 
74 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 



ribosomal protein L7 (Solanum tuberosum] 
234344 

LIB3272-033-P1-K1-D5 

BLASTX 

g3763932 

561 

6.0e-58 

126 

86 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
234345 

LIB3272-033-P1-K1-D6 

BLASTX 

g886100 

529 

3.0e-54 

123 

83 

(U2734 7) putative water channel protein; plasma lemma 
intrinsic protein; similar to Arabidopsis Pip2a gene ' 
product, PIR Accession Number S44084 [Glycine max] 

234346 

LIB3272-033-P1-K1-D8 

BLASTX 

gl657948 

507 

l.Oe-51 

114 

87 

(U734 66) MipC [Mesembryanthemum crystallinum] 

234347 - ■ 

LIB3272-033-P1-K1-E1 

BLASTX 

gl928981 

535 

7.0e-55 

114 

93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

234348 

LIB3272-033-P1-K1-E12 

BLASTX 

g2262173 

321 

8.0e-30 

122 

55 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 



33865 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method* ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



234349 

LIB3272-033-P1-K1-E3 

BLASTX 

g746510 

219 

8.0e-18 

57 

65 

(U23517) similar to ubiquitin conjugating enzyme 
[Caenorhabditis elegans] 



234350 

LIB3272-033-P1-K1-E9 

BLASTX 

g3522952 

340 

4.0e-32 

99 

66 

(AC004411) putative alcohol 
thaliana] 



dehydrogenase [Arabidopsis 



234351 

LIB3272-033-P1-K1-F11 

BLASTX 

g3695023 

301 

2.0e-27 

105 

58 

(AF055850) unknown [Arabidopsis thaliana] 
234352 

LIB3272-033-P1-K1-F2 

BLASTX 

g4455293 

366 

5.0e-35 

89 

88 

(AL035528) putative protein [Arabidopsis thaliana] 
234353 

LIB3272-033-P1-K1-F4 

BLASTX 

g543905 

397 

l.Oe-38 

97 

80 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_34 74 59 (L221 
brassinosteroid-regulated protein [Glycine max] 

234354 

LIB3272-033-P1-K1-F5 
BLASTX 



33866 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq'. ID 
Method 
NCBI GI 
BLAST score 



g2271477 
'321 

8,0e-30 - 

76 

84 

(AF009631) AP47/50p [Arabidopsis thaliana] 
234355 

LIB3272-033-P1-K1-F6 

BLASTX 

g3063449 

336 

l.Oe-31 

90 

72 

{AC003981) F22013.il [Arabidopsis thaliana] 
234356 

LIB3272-033-P1-K1-G10 

BLASTX 

g4335763 

251 

l.Oe-21 

90 

50 

(AC006284) unknown protein [Arabidopsis thaliana] 
234357 

LIB3272-033-P1-K1-G11 

BLASTX 

gl055130 

238 

4.0e-20 

118 

43 

(U39998) coded for by C. elegans . cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cin9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

234358 

LIB3272-033-P1-K1-G12 
BLASTX 
gl928981 
.498 
l.Oe-50 
106 
93 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var, botrytis] 

234359 

LIB3272-033-P1-K1-G3 

BLASTX 

gl928981 

549 



33867 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-56 

114 

95 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

234360 

LIB3272-033-P1-K1-G4 

BLASTX 

gl352461 

491 

l.Oe-49 

113 

81 

IN2-2 PROTEIN 
234361 

LIB3272-033-P1-K1-G5 

BLASTX 

g3885884 

538 

3.0e-55 

105 

92 

(AF093630) 60S ribosomal protein L21 [Oryza sativa] 
234362 

LIB3272-033-P1-K1-G6 

BLASTX 

gl694621 

329 

9.0e-31 

102 

67 

(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 
234363 

LIB3272-033-P1-K1-G7 

BLASTX 

g3834310 

466 

8.0e-47 

89 

100 

(AC005679) Similar to Ubiquit in-con j ugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene . [Arabidopsis thaliana] 

234364 

LIB3272-033-P1-K1-G8 

BLASTX 

g3176662 

497' 

2.0e-50 

121 

71 



33868 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC004393) Similar to ma'nnosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana]- 

234365 

LIB3272-033-P1-K1-G9 

BLASTX 

g3367522 

197 

3.0e-15 

105 

46 

(AC004392) EST gb_T04691 comes from this gene, 
thaliana] 



[Arabidopsis 



234366 

LIB3272-033-P1-K1-H11 

BLASTX 

gl657948 

504 

3.0e-51 

115 

84 

(U734 66) MipC [Mesembryanthemum crystallinum] 
234367 

LIB3272-033-Pl-Kl-H12.^ " 

BLASTX 

g3395432 

394 

2.0e-38 

120 

56 

{AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 


234368 


Seq. ID 


■ LIB3272-034-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3252868 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


42 


% identity 


67 


NCBI Description 


(AF033536) putative : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234369 

LIB3272-034-P1-K1-A12 

BLASTX 

g421989 

177 

2.0e-13 

51 

71 . 

serpin - barley >gi_19071_emb^CAA78822_ (Z15116) protein zx 

[Hordeum vulgare] >gi_444778_prf 1908213A protein Zx 

[Hordeum vulgare] 



Seq. No. 



234370 



33869 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-034-P1-K1-A4- 
BLASTX 

g3386615 ' 

157 - 

l.Oe-10 

54 

63 

(AC004 665) putative phosphomannomutase (Arabidopsis 
thaliana] 

234371 

LIB3272-034-P1-K1-A5 

BLASTX 

g3395431 

209 

l.Oe-16 

76 

49 

{AC004683) unknown protein [Arabidopsis thaliana] 
234372 

LIB3272-034-P1-K1-A7 

BLASTX 

g549063 

211 

4.0e-17 

70 - 
63 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi_10724 64_pir_A38958 IgE-dependent histamine-releasing 
factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234373 

LIB3272-034-P1-K1-A9 

BLASTX 

g419789 

482 

l.Oe-48 

121 

79 

hypothetical protein - potato 
234374 

LIB3272-034-P1-K1-B1 

BLASTX 

g3914430 

491 

8.0e-50 

98 

97 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ {D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 



234375 



33870 



Seq, ID 

Method. - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3272-034-P1-K1-B12 

BLASTX 

g2088654 

433 

7.0e-43 

97 

87 

(AF002109) 60S acidic ribosomal protein PO isolog 
[Arabidopsis thaliana] 

234376 

LIB3272-034-P1-K1-B5 

BLASTX 

gll07526 

491 

l.Oe-49 

122 
75 

{X87931) SIEPIL protein [Beta vulgaris] 
234377 

LIB3272-034-P1-K1-B6 

BLASTX 

gll66450 

161 

3*. Oe-11 

33 

88 

(X95262) TfmS [Lycopersicon esculentum] 
234378 

LIB3272-034-P1-K1-B9 

BLASTX 

g927025 

339 , 

6.0e-32 

77 

55 ' - 

(L4 4134) SPFl-like DNA-binding protein [Cucumis sativus] 

234379 

LIB3272-034-P1-K1-C1 

BLASTX 

g3242720 

185 

8.0e-14 

54 

61 

(AC00304 0) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 

234380 

LIB3272-034-P1-K1-C10 

BLASTX 

g4406780 

405 

l.Oe-39 



33871 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ' Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match* length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



111 
68 

(AC006532) putative muiti spanning membrane protein 
[Arabidopsis thaliana] 

234381 

LIB3272-034-P1-K1-C12 
BLASTX 
. gl709498 
•491 

l.Oe-49 

107 

82 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

234382 

LIB3272-034-P1-K1-C3 

BLASTX 

g3522937 

329 

l.Oe-30 

69 

83 

{AC004411) unknown protein [Arabidopsis thaliana] 
234383 

LIB3272-034-P1-K1-C4 - 

BLASTX 

g629602 

157 

l.Oe-10 

48 

65 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



234384 

LIB3272-034-P1-K1-C6 

BLASTX 

g730536 

247 

2.0e-29 

74 

93 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 

234385 

LIB3272-034-P1-K1-C7 

BLASTX 

g2274915 

299 

2.0e-27 



60S ribosomal 



33872 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
73 

(AJ000081) beta-1, 3-glucanase [Citrus sinensis] 
234386 

LIB3272-034-P1-K1-C9 

BLASTX 

g3080428 

321 

9.0e-30 
98 

•56 

{AL022604) putative protein [Arabidopsis thaliana] 
234387 

LIB3272-034-P1-K1-D1 

BLASTX 

g2088652 

470 

3.0e-47 

114. 

76 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 CU54561) translation 
initiation factor eIF2 p47^subunit homolog [Arabidopsis 
thaliana] 

234388 

LIB3272-034-Pl-KlTrD12 

BLASTX 

g2507281 

649 

3.0e-68 

116 

100 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi_1668706_emb_CAA66048 
(X97380) atran2 [Arabidopsis thaliana] 

234389 

LIB3272-034-P1-K1-D2 

BLASTX 

gl777386 

203 

6.0e-16 

117 

41 

(U39301) caffeic acid 0-methyltransf erase [Pinus taeda] 
234390 

LIB3272-034-P1-K1-D3 

BLASTX 

g4455223 

141 

l.Oe-08 

43 . 
65 

{AL035440) putative DNA binding protein [Arabidopsis 



33873 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID « 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



= 234391 
LIB3272-034'-Pl-Kl-D4 
BLASTX 
g3334147 
500 

9.0e-51 

126 

78 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 {U60197) class I 
chitinase [Gossypium hirsutum] 

234392 

LIB3272-034-P1-K1-D7 

BLASTX 

g2879867 

396 

l.Oe-38 
106 
71 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



^.234 393 

" LIB3272-034-P1-K1-D8 
BLASTX 
g508304 
244 

9.0e-21 

58 

79 

(L22305) core [Medicago sativa] 
234394 

LIB3272-034-P1-K1-E12 

BLASTX 

gll73209 

633 

2.0e-66 

129 

98 

40S RIBOSOMAL PROTEIN S16 >gi_54 1835_pir_S4 1193 ribosomal 
protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

234395 

LIB3272-034-P1-K1-E4 

BLASTX 

gl350944 

367 

3.0e-35 

76 

96 

4 OS RIBOSOMAL PROTEIN S17 



33874 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234396 

LIB3272-034-P1-K1-E6 

BLASTX 

g3122673 

412 

2.0e-40 

112 

75 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB104 4 7 
{Z97341) ribosomal protein [Arabidopsis thaliana] ~ 

.234397 

LIB3272-034-P1-K1-E7 

BLASTX 

g543867 

369 

2.0e-35 

104 

78 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir ^A47493 H+-transporting ATP synthase (EC 

3.6.1,34) gamma chain precursor - sweet potato 
>gi__303626_dbj_BAAQ3526_ {D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

234398 

LIB3272-034-P1-K1-E8 
BLASTX ■ 
gl332579 

580 - 

4.0e-60 

117 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
234399 

LIB3272-034-P1-K1-E9 

BLASTX 

g4220477 

279 

7.0e-25 

114 

56 

{AC006069) unknown protein [Arabidopsis thaliana] 
234400 

LIB3272-034-P1-K1-F10 

BLASTX 

g2583134 

243 

l.Oe-20 

123 

46 

{AC002387) putative proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 



234401 



33875 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq: ID 
Method 
NCBI GI 



1.10.2.2) cytochrome 
(fragment) 



LIB3272-034-P1-K1-F12 
BLASTX 
g82264 
178 

5.0e-13 
36 
92 

ubiquinol — cytochrome-c reductase (EC 
cl precursor (clone pC(l)8I) - potato x^.^nm^xioi 
>gi 4 98789_emb_CAA56109_ (X79597) cytochrome cl [Solanum 
tuberosum] 

234402 

LIB3272-034-P1-K1-F2 

BLASTX 

gll99778 

381 

8.0e-37 

110 

68 

(D83225) peroxidase [Populus nigra] 
234403 

LIB3272-034-P1-K1-F3 

BLASTX 

g508304 

164 

2.0e-ll " 

65 

51 

(L22305) core [Medicago sativa] 
234404 

LIB3272-034-P1-K1-F4 

BLASTX 

g3004565 

150 

l.Oe-09 - ' 

52 

81 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
234405 

LIB3272-034-P1-K1-F5 

BLASTX 

g2384760 

283 

6.0e-34 

81 

91 

(AF016897) GDP dissociation inhibitor protein OsGDI2 [Orvza 
sativa] ^ 

234406 

LIB3272-034-P1-K1-F6 

BLASTX 

g2829927 



33876 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score. 
E value 
..Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 

5.0e-ll 

4 5 

71 

(AC002291) Unknown protein [Arabidopsis thaliana] 
234407 

LIB3272-034-P1-K1-F7 

BLASTX 

g3643609 

382 

6.0e-37 

124 

63 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

234408 

LIB3272-034-P1-K1-F8 

BLASTX 

g3928095 

171 

3.0e-12 

109 

38 

(AC005770) putative protein kinase [Arabidopsis thaliana] 
234409 

'LIB3272-034-P1-K1-G10 
BLASTX 
g3212869 
570 

5.0e-59 

120 

87 

(AC004005) unknown protein [Arabidopsis thaliana] 
234410 

LIB3272-034-P1-K1-G2 

BLASTX 

g3158474 

324 

5.0e-36 

91 

89 

(AF067184) aquaporin 1 [Samanea saman] 
234411 

LIB3272-034-P1-K1-G4 

BLASTX 

g322750 

615 

3.0e-64 

120 

98 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 



33877 



sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234412 

LIB3272-034-P1-K1-G5 

BLASTX 

g2654208 

279 

7.0e-25 

97 

68 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi_2773050 (AF039083) heat shock 70 protein [Spinacia 
oleracea] 

234413 

LIB3272-034-P1-K1-G6 

BLASTX 

g2894599 

355 

9.0e-34 

101 

65 

(AL021889) putative protein [Arabidopsis thaliana] 
234414 

LIB3272-034-P1-K1-G8 

BLASTX 

g2245064 

144 

5.0e-09 

99 

40 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
234415 

LIB3272-034-P1-K1-G9 

BLASTX 

gl297359 

679 

9.0e-72 

127 

100 

(U53701) alcohol dehydrogenase 2d [Gossypium hirsutum] 
234416 

LIB3272-034-P1-K1-H10 

BLASTX 

g2146746 

257 

3.0e-22 

58 

91 

protein kinase (EC 2.7. 



1.-) - Arabidopsis thaliana 
>gi_166819 (L05562) protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



234417 

LIB3272-034-P1-K1-H11 



33878 



Method 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


394 


E value 


l.Oe-38 


Match length 


90 


% identity 


53 


NCBI Description 


(U92651) tonoplast int: 




oleracea var. botrytis 


Seq. No. 


234418 


Seq. ID 


LIB3272-034-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


665 


E value 


4.0e-70 


Match length 


134 


% identity 


10 


NCBI Description 


(X98063) polyubiquitin 


Seq. No. 


234419 


Seq. ID 


LIB3272-034-P1-K1-H5 


Method 


BLASTX , 


NCBI GI 


g4103324 


BLAST score 


529 


E value 


4 .Oe-54 . 


Match length 


Ill 


% identity 


92 


NCBI Description 


(AF022716) GDP-mannose 




tuberosum] 


Seq. No. 


234420 


Seq. ID 


LIB3272-034-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g475048 


BLAST score 


527 


E value 


6. Oe-54 


Match length 


115 


% identity 


58 



NCBI Description 



(X72581) tonoplast intrinsic protein gamma (gamma-TIP) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



234421 

LIB3272-034-P1-K1-H8 

BLASTX 

g585973 

602 

l.Oe-62 

130 

91 

FRUCTOKINASE >gi_626018_pir S39997 fructokinase (EC 

2.7.1.4) - potato >gi_297015_emb_CAA78283__ (Z12823) 

fructokinase [Solanum tuberosum] >gi_1095321_prf 2108342A 

fructokinase [Solanum tuberosum] 

234422 

LIB3272-034-P1-K1-H9 
BLASTX 



33879 



NCBI GI g3334223 

BLAST score '^ll 

E value 6.0e-29 

Match length 71 * 

% identity 80 

NCBI Description 4-HybROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) (HPD) 

>gi_2145039 (AF000228) p-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] >gi_2392518 {U89267) 
p-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
>gi_3098559 (AF047834) 4-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



R MAJOR FORM PRECURSOR 

>gi_100385_pir JH0230 

R precursor - common tobacco 



234423 

LIB3272-035-P1-K1-A10 
BLASTX 
gl31015 
294 

9.0e-27 
68 
74 

PATHOGENESIS-RELATED PROTEIN 
(THAQMATIN-LIKE PROTEIN E22) 
pathogenesis-related protein 

>gi_1^9855_emb_CAA33293_ {X15224) thaumatin-like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_ (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 

234424 

LIB3272-035tP1-K1-A12 

BLASTX 

g417103 

597 

4.0e-62 

136 

88 

HigTONE H3.2, MINOR >gi_282871_pir_S24 34 6 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq, No. 



234425 



33880 



Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-035-P1-K1-A3. 

BLASTX 

gl709498 

559 

l.Oe-57 

125 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor 

thallana >gi_887390_enib_CAA614 11_ {X89008) 
[Arabidopsis thaliana] 

234426 

LIB3272-035-P1-K1-A6 

BLASTX 

g2078350 

606 

4.0e-63 

138 

83 

(U95923) transaldolase [Solanum tuberosum] 



234427 

LIB3272-035-P1-K1-A8 

BLASTX 

gl33249 

311 

l.Oe-28 

78 

45 

CHLOROPLAST 33 KD RIBONUCLEOPROTEIN PRECURSOR 

>gi_100390_pir S12111 ribonucleoprotein, 33K, 

common tobacco >gi_20005_emb_CAA37879_ (X53932) 
ribonucleoprotein precursor [Nicotiana tabacum] 



' Arabidopsis 
osmotin 



precursor 
33 kDa 



234428 

LIB3272-035-P1-K1-A9 

BLA-STX 

g3894159 

228 

8.0e-19 

130 

38 

(AC005312) hypothetical protein [Arabidopsis thaliana] 
234429 

LIB3272'-035-Pl-Kl-Bl 

BLASTX 

gl945611 

301 

2.0e-27 

134 

45 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807. l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



33881 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234430 

LIB3272-035-P1-K1-B10 

BLASTX 

gll9355 

506 

l.Oe-51 

112 

88 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[2ea mays] 

234431 

LIB3272-035-P1-K1-B12 

BLASTX 

g2462929 

486 

5.0e-49 

144 

64 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
234432 

LIB3272-035-P1-K1-B4 

BLASTX 

gl33867 

371 

9.0e-36 

91 

80 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

234433^' 

LIB3272-035-P1-K1-C2 

BLASTX 

gl26770 

705 

l.Oe-74 

134 

100 

MALATE SYNTHASE, 
synthase (EC 4.1 



SYCNMU malate 



GLYOXYSOMAL >gi_68218_pir_ 
3.2) - upland cotton 
>gi_18507_emb_CAA3654 6_ (X52305) malate synthase (AA 1-567) 
[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



234434 

LIB3272-035-P1-K1-C3 

BLASTX 

g548774 

421 

2.0e-41 

108 

76 



33882 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length , 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

234435 

LIB3272-035-P1-K1-C4 

BLASTX 

g2499946 

229 

2.0e-22 

86 

73 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 {U22260) UMP synthase [Nicotiana 
tabacuin] 

234436 

LIB3272-035-P1-K1-C6 

BLASTX 

g544231 

333 

l.^Oe-40 
74 

ELONGATION FACTOR 1-ALPHA 2 (EF-l-ALPHA-2 ) (STATIN SI) 

>gi_214 4 94 6_pir EFHUA2 translation elongation factor eEF-1 

alpha-2 chain - human >gi_38456_emb_CAA50280_ (X70940) 
elongation factor 1 alpha-2 [Homo sapiens] >gi_3098311 
(AF035178) elongation factor 1 A2 [Oryctolagus cuniculus] 
>gi_4503475_ref_NP_001949.1j)EEFlA2_ eukaryotic translation 
elongation factor 1 alpha 

234437 

LIB3272-035-P1-K1-C7 

BLASTX 

gl705463 

246 

4.0e-21 

68 

68 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288 983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 

234438 

LIB3272-035-P1-K1-C8 

BLASTX 

g584861 

255 

6.0e-22 
94 



33883 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
, E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



49 

CYTOCHROME P4 50 71A2 (CYPLXXIA2) (P-4 50EG4) 

>gi_480396_pir S36806 cytochrome P450 71A2 - eggplant 

>gi_408140_emb_CAA50645_ (X71654) P450 hydroxylase [Solanum 
melongena] >gi_441185_dbj_BAA03635_ (D14990) Cytochrome 
P-450EG4 [Solanum melongena] 

234439 

LIB3272-035-P1-K1-D10 

BLASTX 

gll73209 

660 

2.0e-69 

140 

93 

40S RIBOSOMAL PROTEIN S16 >gi_54 1835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

234440 

LIB3272-035-P1-K1-D11 

BLASTX 

g3158376 

309 ■ 

3.0e-28 

118 

56 

(AF035385) unknown [Arabidopsis thaliana] 
234441 

LIB3272-035-P1-K1-D12 

BLASTX 

g3063470 

547 

3.0e-56 

100 

96 

(AC003981) F22013.32 [Arabidopsis thaliana] 
234442 

LIB3272-035-P1-K1-D5 

BLASTX 

g4490321 

297 

7.0e-27 

115 

54 

[AJ011604) nitrate transporter [Arabidopsis thaliana] 
234443 

LIB3272-035-P1-K1-D7 

BLASTX 

g529353 

214 

4.0e-17 
105 



33884 



% identity 45 

NCBI 'Description (012757) diphenol oxidase [Acer pseudoplatanus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234444 

LIB3272-035-P1-K1-D8 

BLASTX 

gl729971 

220 

2.0e-18 

109 

51 

TONOPLAST INTRINSIC PROTEIN, GAMMA (GAMMA TIP) 

(AQUAPORIN-TIP) >gi_107 6745_pir S52004 gamma-Tip protein 

rice >gi_473997_dbj_BAA05017_ (D25534) gamma-Tip [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234445 

LIB3272-035-P1-K1-D9 

BLASTX 

g2511594 

641 

3.0e-67 

139 

86 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBAl [Arabidopsis thaliana] 

234446 

LIB3272-035-P1-K1-E11 

BLASTX 

g419781 

138 

l.Oe-08 

45 ■ 
64 

probable cysteine proteinase precursor (clone CYP-7) - 
common tobacco >gi_1984 9_emb_CAA78361_ (Z13959) tobacco 
pre-pro-cysteine proteinase [Nicotiana tabacum] 

234447 

LIB3272-035-P1-K1-E12 

BLASTX 

g3421102 

392 

3.0e-38 

86 

83 

(AF043530) 
thaliana] 



20S proteasome beta subunit PBBl [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



234448 

LIB3272-035-P1-K1-E2 
BLASTX 



33885 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



gl25271 
585 

l.Oe-60 

141 

78 

CASEIN KINASE II, ALPHA CHAIN (CK II) (CK2 -ALPHA) 

>gi_100860_pir S19726 casein kinase II (EC 2.7.1.-) alpha 

chain - maize >gi_3318993_pdb_lA60_ Protein Kinase Ck:2 
{Catalytic Subunit) From Zea Mays >gi_22117_emb_CAA43659_ 
(X61387) casein kinase II alpha subunit [Zea mays] 

234449 

LIB3272-035-P1-K1-E4 

BLASTX 

g549063 

377 

3.0e-36 

114 

66 

TRANSLATIONALLY CONTROLLED TQMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234 4 50 " 

LIB3272-035-P1-K1-E8 

BLASTX 

gll71579 

421 

2.0e-41 

134 

64 

(X95342) cytochrome P450 [Nicotiana tabacuin] 
234451 

LIB3272-035-P1-K1-E9 

BLASTX 

g4115377 

307 ' 

3.0e-36 

129 

63 

(AC005967) unknown protein [Arabidopsis thaliana] 
234452 

LIB3272-035-P1-K1-F1 

BLASTX 

gl928981 

281 

5.0e-50 

112 

95 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

234453 

LIB3272-035-P1-K1-F11 



3388.6 



Method BIiASTX 

NCBI GI g"24 6274 6 

BLAST score 359 

E value 2.0e-34 

Match length 88 

% identity 77 

NCBI Description (AC002292) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

Seq. No. 234454 

Seq. ID LIB3272-035-P1-K1-F12 

Method BLASTX 

NCBI GI g3860308 

BLAST score 167 

E value. 7.0e-12 

Match length 47 

% identity 70 

NCBI Description {AJ012681) hypothetical protein [Cicer arietinum] 

Seq. No. 234455 

Seq. ID LIB3272-035-P1-K1-F2 

Method BLASTX 

NCBI GI g2244799 

BLAST score > 201 

E value l.Oe-15 

Match length 139 

% identity * 38 

NCBI Description (Z97336) carnitine racemase homolog [Arabidopsis thaliana] 

Seq. No. 234456 

Seq. ID . LIB3272-035-P1-K1-F5 

Method BLASTX 

NCBI GI gll9150 

BLAST score 671 

E value 8.0e-71 

Match length 128 

% identity 99 



NCBI Description ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_1927 3_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-4 48) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alph, 
[Lycopersicon esculentum] 

234457 

LIB3272-035-P1-K1-F6 
BLASTX 
g2662343 
509 

6.0e-52 
104 
93 

{D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 234458 

Seq. ID LIB3272-035-P1-K1-F7 

Method BLASTX 



33887 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3451072 

280 ' ~ 

5.0e-25 

82 

59 

(AL031326) putative protein [Arabidopsis thaliana] 
234459 

LIB3272-035-P1-K1-F8 

BLASTX 

g2341032 

420 

2.0e-41 
108 
■^71 

{AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

234460 

LIB3272-035-P1-K1-F9 

BLASTX 

g3287834 

293 

1.0e-2"6 

107 

61 

(+) -DELTA-CADINENE SYNTHASE ISOZYME XC14 (D-CADINENE 

SYNTHASE) >gi_214 7016_pir S68366 ( + ) -delta-cadinene 

synthase isozyme XC14 - Gossypium arboreum >gi;2.104 5314 
(U23205) (+) -delta-cadinene synthase isozyme XC14 
[Gossypium arboreum] 

234461 

LIB3272-035-P1-K1-G10 

BLASTX 

g2117725 

474 

4.0e-4 9 

116 

80 

1, 4-alpha-glucan branching enzyme (EC 2 
SBE2.2 precursor - Arabidopsis thaliana 
>gi_7264 90 (U22428) starch branching enzyme class II 
[Arabidopsis thaliana] 



4.1.18) isoform- 
( fragment ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



234462 

LIB3272-035-P1-K1-G3 

BLASTX 

gl843527 

700 

4.0e-74 

140 

54 

(U73747) annexin [Gossypium hirsutum] 
234463 

LIB3272-035-P1-K1-G8 



33888 



Method BLASTX 

NCBI GI g529353 * 

BLAST score 188 ^ 

E value 2.0e-14 

Match length 58 

% identity 55 

NCBI Description (U12757) diphenol oxidase [Acer pseudoplatanus] 

Seq. No. 234464 

Seq. ID LIB3272-035-P1-K1-G9 • 

Method BLASTX 

NCBI GI g4193388 

BLAST score 218 

E value l.Oe-17 

Match length 56 

% identity 79 

NCBI Description (AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

Seq. No. 234465 

Seq. ID LIB3272-035-P1-K1-H11 

Method BLASTX 

NCBI GI g2369766 

BLAST score 305 

E value 2.0e-28 

Match length 106 

% identity 62 

NCBI Description (AJ001304 ) ^hypothetical protein [Citrus x paradisi] 

Seq. No. 234466 

Seq. ID LIB3272-035-P1-K1-H2 

Method BLASTX 

NCBI GI g3617741 

BLAST score 665 

E value 4.0e-70 

Match length 137 

% identity 91 

NCBI Description (AC005687) L3 cytoplasmic -ribosomal protein [Arabidopsis 
thaliana] 

Seq. No. 234467 

Seq. ID LIB3272-035-P1-K1-H4 

Method BLASTX 

NCBI GI g3860308 

BLAST score 210 

E value l.Oe-16 

Match length 69 ' . 

% identity 62 

NCBI Description (AJ012681) hypothetical protein [Cicer arietinum] 

Seq. No. 234468 

Seq. ID LIB3272-035-P1-K1-H6 

Method BLASTX 

NCBI GI g480618 

BLAST score 370 

E value 2.0e-35 

Match length 137 



33889 



% identity 

NCBI Description 



60 

ATAFl protein - Arabidopsis thaliana (fragment) - 
>gi_1345506_einb_CAA52771_ (X74755) ATAFl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234469 

LIB3272-035-P1-K1-H7 

BLASTX 

g4220521 

476 

7.0e-48 

144 

61 

(AL035356) putative protein [Arabidopsis thaliana] 
234470 

LIB3272-035-P1-K1-H8 

BLASTX 

gl565225 

431 

l.Oe-42 

95 

83 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
234471 

LIB3272-036-P1-K1-A1 

BLASTX 

g2499946 

548 

2.0e-56 

125 

86 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE)- (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacuin] 

234472 

LIB3272-036-P1-K1-A10 

BLASTX 

g462138 

292 

l.Oe-26 

100 

62 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_169091 (L07500) glyceraldehyde-3-phosphate 
dehydrogenase [Pisum sativum] >gi_134 5567_emb_CAA51675_ 
(X73150) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Pisum sativum] 

234473 

LIB3272-036-P1-K1-A11 ' 

BLASTX 

g289920 

683 



33890 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBl Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-72 

126 

99 

{L07119) chlorophyll A/B binding protein [Gossypium 
hirsutum] 

234474 

LIB3272-036-P1-K1-A12 

BLASTX 

g81454 

596 

5.0e-62 

128 

91 

photosystem II oxygen-evolving complex protein 1 - spinach 

>gi_224916_prf 1204192A photosystem II protein 33kD 

[Spinacia oleracea] 

234475 

LIB3272-036-P1-K1-A3 

BLASTX 

gl709498 

488 

2.0e-49 

109 

81 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA614 11_ (X89008) osmotin 
[Arabidopsis thaliana] 

234476 

LIB3272-036-P1-K1-A4 

BLASTX 

g2088652 

383 

2.0e-44 

119 

76 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 {U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 

234477 

LIB3272-036-P1-K1-A6 

BLASTX 

g54 9063 

365 

5.0e-35 

92 

75 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



33891 



Seq. No. 


234478 


Seq. ID 


LIB3272-036-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3986695 


BLAST score 


645 


E value 


9.0e-68 


Match length 


139 


% identity 


93 


NCBI Description 


(AF101423) ribosomal 


Seq. No. 


234479 


Seq. ID 


LIB3272-036-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


493 


E value 


7.0e-50 


Match length 


92 


% identity 


98 


NCBI Description 


UBIQUITIN-CONJUGATING 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



ZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) {UBIQUITIN CARRIER PROTEIN 9) {UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_34 9211 (L00639) 
ubiquitin conjugating enzyme .J Arabidopsis thaliana] 
>gij6b0391_emb_CAA51201_^ (X75626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_44 55355_emb_CAB367 65.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

234480 

LIB3272-036-P1-K1-B12 

BLASTX 

g2146740 

408 

6.0e-40 

111 . 

72 ■ * ■ • 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

234481 

LIB3272-036-P1-K1-B4 

BLASTX 

g4191788 

453 

3.0e-45 

128 

65 

(AC005917 ) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

234482 

LIB327.2-036-P1-K1-B5 

BLASTX 

g3334123 



33892 



BLAST score 
E value 
Match length 
% identity ■ 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288 

6.0e-26 

85 

74 

ATP SYNTHASE- GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi__2924787 
(AC002334) mitochondrial Fl-ATPase, gamma subunit 
[Arabidopsis thaliana] 

234483 

LIB3272-036-P1-K1-B6 

BLASTX 

gll72597 

229 

4 .Oe-19 

47 

94 

WOUND-INDUCED BASIC PROTEIN >gi_81888_pir JS0731 

wound-inducible basic protein - kidney bean >gi_169365 

(L00625) basic protein [Phaseolus vulgaris] 
>gi_217989_dbj_BAA02299_ (D12914) 5 . 8 kb basic protein 

[Phaseolus vulgaris] 

234484 

LIB3272-036-P1-K1-B7 

BLASTX 

g4510363 

523 

2.0e-53 

110 

89 

(AC007017) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234485 

LIB3272-036-P1-K1-B9 

BLASTX 

g2129871 

278 

l.Oe-24 

89 

62 

proline-rich protein, 
(U34333) proline-rich 



14K - kidney bean >gi_1420885 

14 kDa protein [Phaseolus vulgaris] 



234486 

LIB3272-036-P1-K1-C10 

BLASTX 

g3986695 

616 

2.0e-64 
135 

91 ' - ' ' - 

(AF101423) ribosomal protein L12 [Cichorium intybus] 



Seq. No. 



234487 



33893 



Seq. ID 
Method . 
NCBI GI 
BLAST score • 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-036-P1-K1-C5 

BLASTX 

g3334147 

384 

3.0e-37 

111 

68 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 {U60197) clas 
chitinase [Gossypium hirsutum] 

234488 

LIB3272-036-P1-K1-C6 

BLASTX 

g2760345 

584 

l.Oe-60 

116 

25 

(U84967) ubiquitin [Arabidopsis thaliana] 
234489 

LIB3272-036-P1-K1-C7 

BLASTX-: 

g4455225 

214 • 

3.0e-17 

64 

56 

(AL035440) putative protein [Arabidopsis thaliana] 
234490 

LIB3272-036-P1-K1-C8 

BLASTX 

g3128177 

504 

3.0e-51 
119 

82 , - 

(AC004 521) unknown protein [Arabidopsis thaliana] 

234491 

LIB3272-036-P1-K1-D1 

BLASTX 

g4103618 

229 

6.0e-19 

77 

57 

(AF026382) HyPRP [Fragaria x ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234492 

LIB3272-036-P1-K1-D10 

BLASTX 

g2462758 

341 

4.0e-32 
90 



33894 



% identity 

NCBI Description 



73 

(AC002292) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


234493 


Seq. ID 


LIB3272-036-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3128209 


BLAST score 


388 


E value 


l.Oe-37 


Match length 


102 


% identity 


74 


NCBI Description 


(AC004 077) unknown protein [Arabidops 


Seq. No. 


234494 


Seq. ID 


LIB3272-036-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll3217 


BLAST score 


230 


E value 


3.0e-19 


Match length 


51 


% identity 


88 


NCBI Description 


ACTIN 1 >gi_100149_pir S070b2 actin 


Seq. No. 


234495 


Seq. ID 


LIB3272-036-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


262 


E value 


7.0e-23 


Match length 


112 


% identity 


55 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


234496 


Seq. ID 


LIB3272-036-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4309698 


BLAST score 


525 


E value 


l.Oe-53 


Match length 


122 


% identity 


88 


NCBI Description 


(AC006266) putative glucosyltransf era; 




thaliana] 


Seq. No. 


234497 


Seq. ID 


LIB3272-036-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


331 


E value 


5.0e-33 


Match length 


113 


% identity 


65 


NCBI Description 


{AF004809) Ca+2-binding EF hand prote: 


Seq. No. 


234498 


Seq. ID 


LIB3272-036-P1-K1-D7 



33895 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl353059 

179 

4.0e-13 

124 

32 

HYPOTHETICAL 27.4 KD PROTEIN IN MER2-BNA1 INTERGENIC REGION 

>gi_1077874_pir S57042 hypothetical protein YJR024c - 

yeast (Saccharomyces cerevisiae) >gi_1015663_einb_CAA8954 9_ 
(Z49524) ORF YJR024c [Saccharomyces cerevisiae] 
>gi_1129160_emb_CAA60719_ (X87297) J1545 [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-234499 

LIB3272-036-P1-K1-D8 

BLASTX 

g4115377 

344 

2.0e-32 

113 

52 

(AC005967) ^unknown protein [Arabidopsis thaliana] 
234500 

LIB3272-036-P1-K1-D9 - 

BLASTX 

g312'8231 

315 

5.0e-29 

13^2 
11 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234501 

LIB3272-036-P1-K1-E1 

BLASTX 

g2388585 

208 

2.0e-16 

68 

65 

(AC000098) Similar to Caenorhabditis unJcnown protein 
T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 

234502 

LIB3272-036-P1-K1-E10 

BLASTX 

gll73218 

585 

l.Oe-60 

115 

98 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



33896 



Seq. No. 


234503 






Seq, ID 


LIB3272-036-P1-K1-E2 






Method 


BLASTX 






NCBI GI 


"g3763932 






BLAST score 


219 






E value 


9.0e-18 






Match length 


68 






% identity 


62 






NCBI Description 


(AC004450) putative protein kinase 


[Arabidopsis 


thaliana] 


Seq. No. 


234504 






Seq. ID 


LIB3272-036-P1-K1-E4 






Method 


BLASTX 






NCBI GI 


g2651310 






BLAST score 


239 






E value 


4 .Oe-20 






Match length 


129 






% identity 


35 






NCBI Description 


(AC002336) putative PTR2-B peptide 


transporter 


[Arabidopsis 




thaliana] 






Seq. No. 


234505 






Seq. ID 


LIB3272-036-P1-K1-E6 






Method 


BLASTX 






NCBI GI 


g4204313 






BLAST score 


160 






E value 


7.0e-ll 






Match length 


79 







% identity 

NCBI Description 



42 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234506 

LIB3272-036-P1-K1-E7 

BLASTX 

g461498 

536 

6.0e-55 

134 

75 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC—PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi__320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234507 

LIB3272-036-P1-K1-E8 

BLASTX 

g3386621 

507 

l.Oe-51 

118 

81 

(AC004 665) unknown protein [Arabidopsis thaliana] 



33897 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234508 

LIB3272-036-P1-K1-F1 

BLASTX 

g2499945 

4 93 

6.0e-50 

135 

67 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 64 40 orotate 

phosphoribosyltransferase (EC 2.4.2.10) / 
orotidine-5 ' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_4 43818_einb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234509 

LIB3272-036-P1-K1-F10 

BLASTX 

gl351303 

280 

6.0e-25 

115 . , 

55 

INDOLE-3-GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi_619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234510 

LIB3272-036-P1-K1-F3 

BLASTX 

g549063 

343 

3.0e-32 

108 

64 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>,gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234511 

LIB3272-036-P1-K1-F4 

BLASTX 

g4455246 

299 

3.0e-27 

77 

71 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



234512 

LIB3272-036-P1-K1-F5 

BLASTX 

g2462929 

519 

6.0e-53 



33898 



Match length 
% identity 
. NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No". 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
" NCBI Description 

Seq. No. 
Seq. ID 
Method 



136 
71 

{Y12295) glutathione transferase [Arabidopsis thaliana] 
234513 

LIB3272-036-P1-K1-F6 

BLASTX 

g3158474 

513 

3.0e-52 

110 

90 

(AF067184) aquaporin 1 [Samanea saman] 
234514 

LIB3272-036-P1-K1-F7 

BLASTX 

g2827528 

160 

7.0e-ll 

116 

32 

(AL021633) predicted protein [Arabidopsis thaliana] 

234515 , 

LIB3272-036-P1-K1-F8 

BLASTX 

g2662343 

586 

8.0e-61 ^ 

111 

100 

(D63581) EF-1 alpha [Oryza sativa] 
234516 

LIB3272-036-P1-K1-G1 

BLASTX 

g3264767 

170 

3.0e-12 

73 

49 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
234517 

LIB3272-036-P1-K1-G11 

BLASTX 

gl669601 

577 

9.0e-60 

130 

80 

(D88747) AR401 [Arabidopsis thaliana] 
234518 

LIB3272-036-P1-K1-G12 
BLASTX 



33899 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g266972 
204 

5.0e-16 

54 

65 

40S RIBOSOMAL PROTEIN S29 >gi_631884_pir S30298 ribosomal 

protein S29 - rat >gi_1362934_pir S55919 ribosomal protein 

S29 - human >gi_57133_emb_CAA41778_ (X59051) ribosomal 
protein S29 [Rattus norvegicus] >gi_550027 (U14973) 
ribosomal protein S29 [Homo sapiens] >gi_1220361 (L31610) 
homologous to antisense sequence of krev-1, anti oncogene 
[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 
[Mus musculus] >gi_1513230 (U66372) ribosomal protein S29 

[Bos. taurus] >gi_1096945_prf 2113200H ribosomal protein 

S29 [Homo sapiens] >gi_4506717_ref_NP_001023 . l_pRPS29_ 
ribosomal protein S29 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value '* 

Match length 

% identity 

NCBI Description 



234519 

LIB3272-036-P1-K1-G3 

BLASTX 

g4249382 

457 

9.0e-4 6 
121 
%9 

(AC005966) Strong similarity t.o gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb AC004481. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234520 

LIB3272-036-P1-K1-G4 

BLASTX 

gl703108 

718 ■ 

3.0e-76 

133 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234521 

LIB3272-036-P1-K1-G5 

BLASTX 

g2160166 

376 

3.0e-36 

136 

56 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



234522 

LIB3272-036-P1-K1-G6 

BLASTX 

g543867 



33900 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



349 

5.0e-33 
98 ■ 
78 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234523 

LIB3272-036-P1-K1-H1 

BLASTX 

g3150404 

99 

7.0e-09 

60 

62 

{AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234524 

LIB3272-036-P1-K1-H2 

BLASTX 

g3334320 . 

261 

5.0e-23 ^ 

63 

87 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

234525 

LIB3272-036-P1-K1-H3 

BLASTX 

g2.67082 

603 

8.0e-63 - 

116 

94 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta- 
chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234526 

LIB3272-036-P1-K1-H4 

BLASTX 

g3643602 

152 

5.0e-10 

69 

51 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



234527 

LIB3272-036-P1-K1-H6 



33901 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 
g3269284 

275 . - 

3.0e-24 

104 

59 

(AL030978) histone H2A- like protein [Arabidopsis thaliana] 
234528 

LIB3272-037-P1-K1-A1 

BLASTX 

g3319355 

280 

2.0e-25 ' 

66 

83 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

234529 

LIB3272-037-P1-K1-A12 
BLASTX 

g2213583 - 
200 

l.Oe-28 
98 

12 ' 

(AC000348) T7N9.3 [Arabidopsis thaliana] 

234530 

LIB327'2-037-Pl-Kl-A2 

BLASTX 

g464707 

585 

l.Oe-60 

119 

96 

'40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_4 05613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb__CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906__emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R304 30 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ {AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

234531 

LIB3272-037-Pl-Klr-A3 

BLASTX 

g416758 



33902 



BLAST score 
E' value ^. 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353 

2.0e-3j 

117 

59 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_44 5120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 

234532 

LIB3272-037-P1-K1-A5 
BLASTX 
g541978 
'383 
5.0e-37 
74 
100 

guanine nucleotide regulatory protein - fava bean 
>gi_303734_dbj_BAA02118_ (D12550) GTP-binding protein 
[Pisum sativum] >gi_452359_emb_CAA82707__ (Z29590) guanine 
nucleotide regulatory protein [Vicia faba] 

>gi_738942_prf 2001457K GTP-binding protein [Pisum 

sativum] >gi_1098293_prf_2115367A small GTP-binding 
protein [Vicia faba] 

234533 

LIB3272-037-P1-K1-A6 

BLASTX 

gl777386 

235 

l.Oe-19 

127 

41 

(U39301) caffeic acid 0-methyltransferase [Pinus taeda] 
234534 

LIB3272-037-P1-K1-A7 

BLASTX 

g3023522 

406 

l.Oe-39 

137 

54 

COATOMER BETA' SUBUNIT (BETA* -COAT PROTEIN) (BETA* -COP) 
(P102) >gi_2454309 (AF002705) beta prime COP [Rattus 
norvegicus] 

234535 

LIB3272-037-P1-K1-A9 

BLASTX 

g4220481 

456 

l.Oe-45 

137 

61 

(AC006069) unknown protein [Arabidopsis thaliana] 



33903 



Seq, No. 

Seq. ID 

Method 

NCBI^ GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234536 

'LIB3272-037-P1-K1-B1 
BLASTX 
g3063396 
527 

7.0e-54 

117 

85 

(AB012947) vcCyP [Vicia faba] 
234537 

LIB3272-037-P1-K1-B10 

BLASTX 

g3450889 

358 

3.0e-34 

102 

74 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
234538 

LIB3272-037-P1-K1-B12 

BLASTX 

g462195 

442 

6.0e-44 

92 

93 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

234539 

LIB3272-037-P1-K1-B2 

BLASTX 

g730456 

305 

l.Oe-41 

118 

69 

4 OS RIBOSOMAL PROTEIN SI 9 
234540 

LIB3272-037-P1-K1-B3 

BLASTX 

g266945 

558 

2.0e-57 

127 

87 

60S RIBOSOMAL PROTEIN- L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_127 964 5__einb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



33904 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234541 

LIB3272-037-P1-K1-B4 

BLASTX 

gl586940 

358 

4 .Oe-34 

100 

67 

Ser/Thr kinase [Lycopersicon esculentum] 
234542 

LIB3272-037-P1-K1-B7 
BLASTX 
•gl20669 
428 

3.0e-42 

94 

86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014__pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_einb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234543 

LIB3272-037-P1-K1-B9 

BLASTX 

g2507421 

519 

6.0e-53 

109 

91 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB3884 3 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 


234544 


Seq. ID 


LIB3272-037 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


234 


E value 


2.0e-19 


Match length 


83 


% identity 


51 


NCBI Description 


(AC004 667) 


Seq. No. 


234545 


Seq. ID 


LIB3272-037 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


424 


E value 


6.0e-42 


Match length 


100 


% identity 


80 


NCBI Description 


(AF098519) 1 



-Pl-Kl-Cl 



33905 



(AF056316) 40S ribosome protein S7 [Avicennia marina]. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234546 

LIB3272-037-P1-K1-C2 

BLASTX 

gll70747 

329 

9.0e-31 

67 

100 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_16734 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234547 

LIB3272-037-P1-K1-C4 

BLASTX 

g2145358 

376 

3.0e-36 

107 

71 

(Y10922) HD-Zip protein [Arabidopsis thaliana] 
234548 

LIB3272-037-P1-K1-C5 
BLASTX " - 

g2369714 
248 

2.0e-21 

98 

60 

(Z97178) elongation factor 2 [Beta vulgaris] 
234549 

LIB3272-037-P1-K1-C6 
BLASTX . 
g3860247 
522 

3.0e-53 

107 

87 

(AC005824) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234550 

LIB3272-037-P1-K1-C7 

BLASTX 

g4510363 

501 

8.0e-51 

109 

87 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 



234551 



33906 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



LIB3272-037-P1-K1-G9 

BLASTX 

g3249084 

266 

2.0e-23 

103 

18 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus . ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 

234552 

LIB3272-037-P1-K1-D11 

BLASTX 

g629670 

288 

7.0e-26 

95 

61 

hypothetical protein - tomato 



gene 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



234553 

LIB3272-037-P1-K1-D2 

BLASTX 

g231504 

668 

2.0e-70 

137 

96 

AGTIN 100 >gi_100420_pir 

>gi_1345579_emb_GAA39276~ 

tuberosum] 



_S20092 actin - potato (fragment) 
{X55746) actin [Solanum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^score 

E value 

Match length 

% identity 

NGBI Description 



234554 

LIB3272-037-P1-K1-D6 

BLASTX 

g3281853 

162 

4 .Oe-11 

33 
94 

(AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



234555 

LIB3272-037-P1-K1-D7 

BLASTX 

g3023847 

329 

7.0e-31 

83 

80 

GUANINE 
PROTEIN 
subunit 



NUGLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_2385376__emb_GAA69934_ (¥08678) 0 protein beta 
-like [Medicago sativa] 



234556 

LIB3272-037-P1-K1-D9 



33907 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g549063 

493 

6.0e-50 

113 

82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234557 

LIB3272-037-P1-K1-E10 

BLASTX 

g2078350 

604 

6.0e-63 

138 

86 

(U95923) transaldolase [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



234558 

LIB3272-037-P1-K1-E11 
"BLASTX 
g3158376 
473 

l.Oe-47 

125 

76 

(AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234559 

LIB3272-037-P1-K1-E12 

BLASTX 

g4104457 

430 

l.Oe-42. 

106 

71 

(AF036172) 2-oxoglutarate/malate translocator [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234560 

LIB3272-037-P1-K1-E3 

BLASTX 

gl914685 

347 

6.0e-33 

93 

73 

(Y12014) RAD23 protein, isoform II [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



234561 

LIB3272-037-P1-K1-E4 

BLASTX 

g4128133 

218 

l.Oe-17 



33908 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

49 . • - 

(AJ006068) dTDP-Q-glucose 4 , 6-dehydratase (Homo sapiens] 

234562 

LIB3272-037-P1-K1-E6 

BLASTX 

g629483 

315 

5.0e-29 

122 

53 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234563 

LIB3272-037-P1-K1-E8 

BLASTX 

g417060 

521. 

3.0e-53 

102 

93 

GLUTAMINE SYNTHETASE* NODULE ISOZYME { GLUT AMATE— AMMONIA 
'LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitifolia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitifolia] 

234564 

LIB3272-037-P1-K1-E9 

BLASTX 

g3264767 

310 

l.Oe-28 

118 

53 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
234565 

LIB3272-037-P1-K1-F10 

BLASTX 

gl076511 

594 

9.0e-62 

138 

79 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234566 

LIB3272-037-P1-K1-F11 

BLASTX 

gll73218 

531 



33909 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ident-ity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-54 

112 

94 

403 RIBOSOMAL PROTEIN SI 5A >gi_440824 (L27461) ribosomal 
protein Sr5 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a (Arabidopsis thaliana] 

234567 

LIB3272-037-P1-K1-F12 

BLASTX 

g2497702 

191 

2.0e-14 

129 

36 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019_pir 140710 outer membrane lipoprotein - 

Citrobacter freundii >gi_717136 {U21727) lipocalin 
precursor [Citrobacter freundii] 

234568 

LIB3272-037-P1-K1-F3 

BLASTX 

g3759184 

268 

l.Oe-23 

95 

59 

{AB018441) phi-1 [Nico,tiana tabacum]. 
234569 

LIB3272-037-P1-K1-F4 

BLASTX 

g2662343 

616 

3.0e-64 

118 

100 

(D63581) EF-1 alpha [Oryza sativa] 
234570 

LIB3272-037-P1-K1-F5 

BLASTX 

g3901014 

235 

l.Oe-19 

55 

76 

(AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

234571 

LIB3272-037-P1-K1-F6 

BLASTX 

g2792297 

261 

l.Oe-22 



33910 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



77 
58 

{AF039183) GAST-like gene product [Fragaria x ananassa] 
234572 

LIB3272-037-P1-K1-F7 

BLASTX 

g3831471 

338 

9.0e-32 

96 

61 

(AC005700) hypothetical protein [Arabidopsis thaliana] 
234573 

LIB3272-037-P1-K1-F9 

BLASTX 

g629483 

291 

3.0e-26 

111 

54 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X7760i) 1 Sc-3 [Betula pendula] 

>gi_1584322__prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

234574 

LIB3272-037-P1-K1-G10 

BLASTX 

gl856971 

423 

l.Oe-41 

93 

86 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

234575 

LIB3272-037-P1-K1-G11 

BLASTX 

gl086757 

331 

6.0e-31 

139 

50 

(U41037) coded for by C. elegans cDNA yk41al.3; coded for ' 
by C. elegans cDNA ykl28e3.3; coded for by C. elegans cDNA 
yk37c8.3; coded for by C. elegans cDNA CEESBOIF; coded for 
by C. elegans cDNA CEESG45F; coded for by C. elegans cDNA 
CEESG4 5 



Seq. No. 
Seq. "ID 
Method 
NCBI GI 



234576 

LIB3272-037-Pl-Ki-G12 

BLASTX 

gll70747 



33911 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



329 

l.Oe-30 

79 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

234577 

LIB3272-037-P1-K1-G2 

BLASTX 

g559684 

596 

5.0e-62 

131 

89 

{L36097) aquaporin [Mesembryanthemum crystallinum] 
234578 

LIB3272-037-P1-K1-G3 

BLASTX 

g3158474 

456 

l.Oe-4 5 

111 

81 

( AFO 67 18 4 ) aquaporin 



1 [Samanea saman] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



234579 

LIB3272-037-P1-K1-G4 

BLASTX 

g3395436 

241 

2.0e-20 

97 

46 

(AC004 683) unknown protein [Arabidopsis thaliana] 
234580 

LIB3272-037-P1-K1-G7 

BLASTX 

g2129770 

246 

6.0e-21 . 

70 

66 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154611_dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

234581 

LIB3272-037-P1-K1-G8 

BLASTX 

g2500047 



33912 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



464 

2.0e-46 

102 

82 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_534 916_emb__CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 

234582 

LIB3272-037-P1-K1-G9 

BLASTX 

g3341679 

308 

3.0e-28 

91 

67 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

234583 

LIB3272-037-P1-K1-H10 

BLASTX 

gll70747 

352 . - ■ 

2.0e-33 

83 

83 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

234584 

LIB3272-037-P1-K1-H3 

BLASTX 

g549063 

4 98 

2.0e-50 

116 

81 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

234585 

LIB3272-037-P1-K1-H5 

BLASTX 

g2894599 

563 

4.0e-58 

122 

81 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 



234586 



33913 



Seq. ID 

Method , - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scor.e 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3272-037-P1-K1-H7 

BLASTX 

g4467153 

287 

8.0e-26 

67 

76 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 

234587 

LIB3272-038-P1-K1-A11 

BLASTX 

gl67367 

468 

5.0e-47 

120 

76 

{L08199) peroxidase [Gossypium hirsutum] 
234588 

LIB3272-038-P1-K1-A12 

BLASTX 

g3024020 

57 6 

l.Oe-59 

122 

89 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 

234589 

LIB3272-038-P1-K1-A2 

BLASTX 

gl420887 

140 

9.0e-09 

69 

41 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 

234590 

LIB3272-038-P1-K1-A5 

BLASTX 

gl657948 

287 

9.0e-26 

112 

54 

{U734 66) MipC [Mesembryanthemum crystallinuin] 
234591 

LIB3272-038-P1-K1-A6 

BLASTX 

g417103 



33914 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



464 

4 .Oe-49 

1'07 

98 

HISTONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ {X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA4 2958_ {X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
{U09458) histone H3.2 [Medicago sativa] >gi_488567 {U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U094 61) histone 
H3.2 [Medicago sativa] >gi_488575 {U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_ernb_CAA56153_ {X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentuxn] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ {AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_eiTib_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 . 1_ 
{AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method" 
NCBI GI 

BLAST score ... . 
E value 
Match length 
% identity 
NCBI Description 



234592 

. LtB3272-038-Pl-Kl-A8 
BLASTX 
gll73209 
227 

2.0e-19 

48 

92 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_einb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234593 

LIB3272-038-P1-K1-B11 

BLASTX 

gl709498 

495 

4.0e-50 

107 

83 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI- 
BLAST score 
E value 
Match length 



234594 

LIB3272-038-P1-K1-B5 

BLASTX 

g4406768 

240 

3.0e-20 
103 



33915 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

{AC006836) putative flavonol sulf ©transferase [Arabidopsis 
thaliana] 

234595 

LIB3272-038-P1-K1-B6 

BLASTX 

gl370186 

665 

4.0e-70 

129 

97 

(Z73942) RAB7C [Lotus japonicus] 
234596 

LIB3272-038-P1-K1-B9 

BLASTX 

g2507421 

303 

l,0e-27 

67 

85 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4 4 90709_enib_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

234597 

LIB3272-038-P1-K1-C10 

BLASTX 

g543905 

460 

5.0e-46 

110 

81 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 {L22162) 
brassinosteroid-regul.ated protein [Glycine max] 

234598 

LIB3272-038-P1-K1-C12" 

BLASTX 

g3393062 

368 

3.0e-35 

133 

53 

{Y17386) putative In2.1 protein [Triticuin aestivum] 
234599 

LIB3272-038-P1-K1-C2 

BLASTX 

g3063396 

486 

3.0e-4 9 

104 

88 

(AB012947) vcCyP [Vicia faba] 



33916 



Seq. No. 


234600 


Seq, ID 


LIB3272-038-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3033400 " 


BLAST score 


522 


E value 


3.0e-53 


Match length 


123 


% identity 


79 


NCBI Description 


(AC004238) putative Ser/Th; 




thaliana] 


Seq. No. 


234601 


Seq. ID 


LIB3272-038-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3510256 


BLAST score 


187 


E value 


5.0e-14 


Match length 


101 


% identity 


44 


NCBI Description 


(AC005310) unknown protein 


Seq. No. 


234602 


Seq. ID 


LIB3272-038-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl709498 . 


BLAST- score 


341* 


E value 


3.0e-32 


Match length 


84 


% identity 


75 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR 

>grjT.362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA614 11_ (X89008) osmotin 
[Arabidopsis thaliana] 

234603 

LIB3272-038-P1-K1-D10 

BLASTX 

g3337366 

368 

3.0e-35 

135 

29 

(AC004481) unknown protein [Arabidopsis thaliana] 
234604 

LIB3272-038-P1-K1-D11 

BLASTX 

g2500399 

475 

8.0e-48 

109 

90 

40S RIBOSOMAL PROTEIN S3 >gi_1836060_bbs_179561 (S83098) 
ribosomal protein S3 [Ambystoma mexicanum=Mexican axolotls 
embryos. Peptide, 253 aa] [Ambystoma mexicanum] 



33917 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



234605 

LIB3272-038-P1-K1-D12 

BLASTX 

g3986750 

748 

8.0e-80 

138 

99 

(AF1074 64) serine/threonine protein phosphatase type 2A 
[Hevea brasiliensis] 

234606 

LIB3272-038-P1-K1-D2 

BLASTX 

g2827888 

291 

3.0e-26 

108 

59 

(AF016621) ATP-dependent Clp protease proteolytic subunit 
[Arabidopsis thaliana] 

234607 

LIB3272-038-P1-K1-D5 

BLASTX ' 

g3337366 

154 - . 

9.0e-ll 

55 

31 

(AC004481) unknown protein [Arabidopsis thaliana] 
234608 

LIB3272-038-P1-K1-D8 

BLASTX 

g4220534 

342 

4.0e-33 
115 

62 : 

(AL035356) putative protein [Arabidopsis thaliana] 
234609 

LIB3272-038-P1-K1-E1 

BLASTX 

g4539327 

606 

4.0e-63 

138 

80 

(AL035679) putative proton pump [Arabidopsis thaliana] 
234610 

LIB3272-038-P1-K1-E12' 

BLASTX 

gll9350 

560 



33918 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-58 ^ - . ■ 

121 

90 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLyCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

234611 

LIB3272-038-P1-K1-E2 

BLASTX 

gl25606 

457 

9.0e-46 

' 99 
88 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

234612 

LIB3272-038-P1-K1-E4 

BLASTX 

g2 38 8 5 75 

211 

8.0e-17 

116 

39 

(AC000098) YUP8H12.18 [Arabidopsis thaliana] 
234613 

LIB3272-038-P1-K1-E5 
BLASTX 
gl36636 
■ 560 
9.0e-58 
106 
96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi__442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E .C. 6 . 3 . 2 . 19) >gi_2981894_pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
"^>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 ^(L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 

234614 

LIB3272-038-P1-K1-E9 

BLASTX 

gll7988 

265 

3.0e-23 
74 



33^19 



% identity 70 

NCBI Description CYTOCHROME C >gi_65503_pir_CCCN cytochrome c 
cotton 



sea-island 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234615 

LIB3272-038-P1-K1-F1 

BLASTX 

g3094012 

367 

4.0e-35 

75 

87 

(AF060569) cold-regulated LTC0R12 [Lavatera thuringiaca] 
234616 

LIB3272-038-P1-K1-F10 

BLASTX 

g481236 

169 

5.0e-12 

50 

74 

hypothetical protein - Madagascar periwinkle 
>gi_407410_einb_CAA81526_ (Z26880) 14 kDa* polypeptide 
[Catharanthus roseus] 



Seq. No. 


234617 


Seq. ID 


LIB3272-038-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2213595 


BLAST score 


143 


E value 


l.Oe-18 


Match length 


133 


% identity 


44 


NCBI Description 


(AC000348) T7N9.15 [Arabidopsis thaliana] - 


Seq. No. 


234618 


Seq. ID 


LIB3272-038-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


515 


E value 


l.Oe-52 


Match length 


111 


% identity 


91 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 


Seq. No. 


'234619 


Seq. id' 


LIB3272-038-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


584 


E value 


l.Oe-60. 


Match length 


127. 


% identity 


87 


NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium ; 


Seq. No. 


234620 



33920 



Seq. ID 

Method 

NCBI GI ^. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-038-P1-K1-F7 

BLASTX 

g4406780 

414 

l.Oe-40 

103 

75 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 


234621 


Seq. ID 


LIB3272-038-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2827552 


BLAST score 


459 


E value 


6.0e-46 


Match length 


128 


% identity 


51 


NCBI Description 


(AL021635) predicted protein [Arabidopsis 


Seq. No. 


234622 


Seq. ID 


LIB3272-038-P1-K1-G11 


'Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


387 


E value 


l.Oe-37 


Match length 


86 


% identity 


90 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ118 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA4 1114_ (X58107) enolase 
[Arabidopsis thaliana] 



Seq. No. 


234623 


Seq. ID 


LIB3272-038-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl922278 


BLAST score 


227 


E value 


3.0e-19 


Match length 


48 


% identity 


85 


NCBI Description 


(Z86091) TCTP protein [Fragaria x ananassa] 


Seq. No. 


234624 


Seq. ID 


LIB3272-038-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g924951 


BLAST score 


156 


E value 


2.0e-10 


Match length 


47 


% identity 


62 


NCBI Description 


(U30324) class I chitinase [Theobroma cacao 


Seq. No. 


234625 


Seq. ID 


LIB3272-038-P1-K1-G3 


Method 


BLASTX 



33921 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description" 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■• 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



g2911859 
223 

9.0e-19 

56 

71 

(AF047659) contains similarity to N-terminal 
acetyltransferase complex subunit Ardlp [Caenorhabditis 
elegans] 



234626 

LIB3272-038-P1-K1-G4 

BLASTX 

gl710587 

436 

2.0e-44 

125 

76 

60S ACIDIC RIBOSOMAL 
ribosomal protein PO 



PROTEIN PO >gi_ 
[Glycine max] 



1196897 (L46848) acidic 



Seq. No. 
Seq. ID 



234627 

LIB3272-038-P1-K1-G7 

BLASTX 

gl709498 

589 

3.0e-61 

127 

81 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

234628 

LIB3272-038-P1-K1-H3 
BLASTX 

gl699370 . ^ 

284 

2.0e-25 

114 

51 

(S82620) prolidase=peptidase D/imidopeptidase {EC 3.4.13.9} 
[mice, liver. Peptide, 493 aa] [Mus sp.] 

234629 

LIB3272-038-P1-K1-H4 

BLASTX 

g3885334 

162 

l.Oe-11 

32 

84 

(At005623) putative argonaute protein [Arabidopsis 
thaliana] 

234630 

LIB3272-038-P1-K1-H9 



33922 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No'; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
,BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 
g2982452 
218 

l.Oe-17 
138 
46 

(AL022223) 



receptor protein kinase-like protein 



[Arabidopsis , thalianal 
234631 

LIB3272-039-P1-K1-A10 

BLASTX 

g2498490 

251 

l.Oe-21 

86 

56 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 {U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref_NP_001559 . l__pEIF3S6_ murine 
..mammary tumor integration site 6 (oncogene homolog) 

234632 

LIB3272-039-P1-K1-A11 

BLASTX 

g2499946 

303 

7.0e-28 

101 

57 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. ' 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234633 

LIB3272-039-P1-K1-A12 

BLASTX 

g3600058 

278 

4.0e-25 

60 

95 

(AF080120) 
thaliana] 



similar to vacuolar ATPases [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
' % identity 



234634 

LIB3272-039-P1-K1-A2 

BLASTX 

gl68324 

285 

l.Oe-25 

99 

69 



33923 



NCBI Description 



(M92094) aspartate aminotransferase PI [Lupinus 
angustif olius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



234635 

LIB3272-039-P1-K1-A7 

BLASTX 

g3068713 

137 

9.0e-09 

36 

83 

(AF04 9236) unknown [Arabidopsis thaliana] 
234636 

LIB3272-039-P1-K1-B11 

BLASTX 

gl709498 

496 

2.0e-50 

122 

75 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_einb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

234637 

LIB3272-039-P1-K1-B12 

BLASTX 

gl086252 

421 

l.Oe-41 

114 

68 

sucrose cleavage protein - Potato >gi_707001_bbs_157931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf. Peptide, 322 aa] 
[Solanum tuberosum] 

234638 

LIB3272-039-P1-K1-B3 

BLASTX 

g2129772 

326 

2.0e-30 

96 

68 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

234639 

LIB3272-039-P1-K1-B4 

BLASTX * - 

gl947137 

342 . 

3.0e-32 



33924 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID-; 
Method - 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-:NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI« Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



123 

(AF000264) similar to the ATP-binding transport protein 
family (ABC transporters) . [Caenorhabditis elegans] 

234640 

LIB3272-039-P1-K1-B5 

BLASTX 

gl351411 

382 

6.0e-37 

98 

72 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) (PROTEINASE B) 

>gi_1076553_pir S4 9175 cyateine proteinase precursor - 

spring vetch >gi_2129906_pir S68984 cysteine proteinase 

precursor - spring vetch >gi_510358_emb_CAA84383_ (Z34899) 
cysteine proteinase [Vicia sativa] 

234641 

LIB3272-039-P1-K1-B6 

BLASTX 

g2791834 

399 

l.Oe-51 

109 

95 

(AF0414 63) "elongation factor 1-alpha [Manihot esculenta] 
234642 

LIB3272-039-P1-K1-B9 

BLASTX 

gl370194 

447 

8.0e-45 
92 

97 . 

(Z73946) RAB8C' [Lotus japonicus] 
234643 

LIB3272-039-P1-K1-C1 

BLASTX 

g3980393 

369 

2.0e-35 

102 

68 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 

234644 

LIB3272-039-P1-K1-C12 

BLASTX 

g2984709 

416 

6.0e-41 
83 
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% identity 93 

NCBI Description (AF053468) DnaJ-related protein ZMDJl [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234645 

LIB3272-039-P1-K1-C3 

BLASTX 

gll7188 

261 

6.0e-23 

99 

47 

CYTOCHROME P450 71A1 (CYPLXXIAl) (ARP-2) 
>gi_81423_pir A35867 cytochrome P450 71A1 - avocado 

234646 

LIB3272-039-P1-K1-C6 

BLASTX 

gl67367 

571 

3.0e-59 

106 

98 

(L08199) peroxidase [Gossypium hirsutum] 
234647 

LIB3272-039-P1-K1-C7 

BLASTX 

g2262159 

399 

4.0e-39 

93 

78 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

234648 

LIB3272-039-P1-K1-C8 

BLASTX 

g2129944 

333 

9,0e-32 

72 

85 

RNA-binding protein RZ-1 - wood tobacco 

>gi_1395193_dbj_BAA12064_ (D83696) RNA-binding protein RZ- 
[Nicotiana sylvestris] >gi_1435062_dbj_BAA06012_ (D28861) 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 

234649 

LIB3272-039-P1-K1-D10 

BLASTX 

g2738949 

291 

2.0e-26 

104 

57 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 



33926 ^' 



ananassa] 



Seq. No. 
Seq...ID 
Method 
•NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 

Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234650 

LIB3272-039-P1-K1-D11 - 

BLASTX 

g4206789 

251 

l.Oe-21 

66 

71 

(AF112864) syntaxin-related protein At-SYRl [Arabidopsis 
thaliana] 

234651 

LIB3272-039-P1-K1-D12 

BLASTX 

g4105772 

425 

5.0e-42 

111 

43 

(AF049917) PGP9B [Petunia x hybrida] 
234652 

LIB3272-039-P1-K1-D2 

BLASTX 

gl33249 

160 

5.0e-ll 

47 

38 

CHLOROPLAST 33 KD RIBONUCLEOPROTEIN PRECURSOR 

>gi_100390_pir S12111 ribonucleoprotein, 33K, precursor 

common tobacco >gi_20005_emb_CAA37879_ (X53932) 33 kDa 
ribonucleoprotein precursor [Nicotiana tabacum] 

234653 

LIB3272-039-P1-K1-D3 

BLASTX 

g3367578 

298 

3.0e-27 

84 

68 

(AL031135) protein kinase 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234654 

LIB3272-039-P1 

BLASTX 

g3297827 

253 

8.0e-22 

85 

65 

(AL031032) 
thaliana] 



■K1-D4 



putative protein (fragment) [Arabidopsis 
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Seq. No. 


234655 - ^ 


Seq. ID 


LIB3272-039-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


a3549691 


BLAST score 


163 


E value 


3 . Oe-11 


Match length. 


33 


% identity 


85 


NCBI Description 


\r\u\j J, J uiid Luiid I. J.I1 iiKfc; piotein irr\ OD [uicer arietmuiuj 


Seq. No. 


234656 


Seq. ID 


LIB3272-039-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl20669 


BLAST score 


420 


E value 


l.Oe-41 


Match length 


85 


% identity 


91 


NCBI Description 


GLYCERALDEHYDR "^-PHO^PHATF nrHYDRnf^PMnQTr PVTOQriT rn 




■^y-L \j\j\j±*± ytjLi. uiiiuvi\j yiyceira.j.aeriyae J pnospnate 




ui. tsiidoc \ ov^ A. , £. * ± , ±£. } rJciynOila XlXHrJ.Ora 




^y-L j.:7JOD cilUL' £.v\jd vaduj*! / ) gxyceraxQenyQe 




o piivjopiidLc ueiiyuioyenase [LYiagno-Lia XlJ.lirJ.oraj 


Seq. No. 


234657 


Seq. ID 


LIB3272-039-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


400 


E value 


4.0e-39 


Match length 


99 


% identity 


74 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir .S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

234658 

LIB3272-039-P1-K1-D9 

BLASTX 

g3158376 

393 

3.0e-38 

109 

73 

(AF035385) unknown [Arabidopsis thaliana] 
234659 

LIB3272-039-P1-K1-E1 

BLASTX 

g2160166 

246 

5.0e-21 

115 

55 

(AC000132) No definition line found [Arabidopsis thaliana] 



33928 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
'Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 



234660 

LIB3272-039-P1-K1-E10 

BLASTX 

g4098128 

4 67 

5.0e-47 

102 

89 

(U73588) sucrose synthase [Gossypium hirsutum] 
234661 

LIB3272-039-P1-K1-E11 

BLASTX 

g481236 

299 

4.0e-27 

72 

82 

hypothetical protein - Madagascar periwinkle 
>gi_407410_emb_CAA81526_ (Z26880) 14 kDa polypeptide 
[Catharanthus roseus] 

23,4-662 

LIB3272-039-P1-K1-E3 
BLASTX - 
gll5492 * 
558 

l.Oe-57 

110 

54 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 

234663 

LIB3272-039-P1-K1-E5 

BLASTX 

g4572679 

182 

8.0e-14 

45 

73 

{AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

234664 

LIB3272-039-P1-K1-E6 

BLASTX 

g508304 

208 

l.Oe-16 

50 

80 

(L22305) core [Medicago sativa] 
234665 

LIB3272-039-P1-K1-E7 
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Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g542157 
4 62 

2.0e-46 
100 " 
86 

ribosomal 5S RNA-binding protein - Rice 
234666 

LIB3272-039-P1-K1-E9 

BLASTX 

g4191778 

273 

3.0e-24 

76 

74 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234667 

LIB3272-039-P1-K1-F1 

BLASTX 

gll73187 

393 

2.0e-38 

79 

94 

4 OS RIBOSOMAL PROTEIN 
ribosomal protein S23, 
strawberry >gi_643074 



S23 (S12) >gi_1362041_pir S56673 

e, cytosolic (clone RJ3) - garden 
{U19940) putative 40S ribosomal 



Seq. No. 
Seq. ID 



protein sl2 [Fragaria x ananassa] 
234668 

LIB3272-039-P1-K1-F10 

BLASTX . 

g3176687 

495 - - 

4.0e-50 

134 

67 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 

234669 

LIB3272-039-P1-K1-F11 

BLASTX 

g2662343 

614 

4 .Oe-64 

120 

97 

(D63581) EF-1 alpha [Oryza sativa] 
234670 

LIB3272-039-P1-K1-F12 
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Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g730463 

322 

7.0e-30 

105 

59 

60S RIBOSOMAL PROTEIN L37B (YL37) {RP47) 

>gi_630323__pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] ? 
>gi_1420537_emb_CAA99454_ (Z75142) ORE YOR234c 
[Saccharomyces cerevisiae] 

234671 

LIB3272-039-P1-K1-F2 

BLASTX 

g548852 

301 

l.Oe-27 

71 

80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

234672 

LIB3272-039-P1-K1-F3 ^' 

BLASTX 

g2979544 

162 

2.0e-ll 

92 

40 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
234673 

LIB3272-039-P1-K1-F9 

BLASTX 

gl20669 

445 ■ 

l.Oe-4 4 

93 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

234674 

LIB3272-039-P1-K1-G3 

BLASTX 

g549063 

316 

3.0e-29 

81 

74 
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NCBI Description 



TRANSLAT TONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent. histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza- sativa] 



Seq. No. 


234675 


Seq. ID 


LIB3272-039-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


189 


E value 


2.0e-14 


Match length 


61 


% identity 


59 


NCBI Description 


{AB013447) aluminum-induced [Brassica napus] 


Seq. No. 


234676 


Seq. ID 


LIB3272-039-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl352821 


BLAST score 


562 


E value 


5.0e-58 


Match length 


106 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



(RUBISCO SMALL SUBUNIT) >gi_27 9581_pir RKCNSU 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - upland cotton >gi_450505_emb_CAA3802 6_ (X54091) 
ribulose bisphosphate carboxylase [Gossypium hirsutum] 

234677 

LIB3272-039-P1-K1-G6 

BLASTX 

g3063396 

533 

l.Oe-54 

118 

85 

(AB012947) vcCyP [Vicia faba] 
234678 

LIB3272-039-P1-K1-G7 

BLASTX 

g832876 

457 

l.Oe-47 

118 

85 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

234679 

LIB3272-039'-Pl-Kl-G8 

BLASTX 

g3033400 

214 

3.0e-17 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
49 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana]' 

234680 

LIB3272-039-P1-K1-G9 

BLASTX 

g3785983 

140 

l.Oe-08 

52 

46 

{AC005560) hypothetical protein [Arabidopsis thaliana] 
234681 

LIB3272-039-P1-K1-H1 

BLASTX 

gll70747 

296 

7.0e-27 

72 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167 345 
(M88324) late embryogenesis-abundant protein [Gossypixim 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

234682 

LIB3272-039-P1-K1-H10 

BLASTX 

g231574 

356 

8.0e-34 

143 

55 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_81837_pir S22523 asparaginase {EC 3.5.1.1) - tree 

lupine (fragment) >gi_19137_emb_CAA36824_ (X52588) 
asparaginase [Lupinus arboreus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234683 

LIB3272-039-P1-K1-H7 

BLASTX 

gll69382 

549 

2.0e-56 

128 

78 

DNAJ PROTEIN HOMOLOG 



2 >gi_542196_pir S42031 LDJ2 protein 



- leek >gi_454303_emb_CAA54720_ (X77632) LDJ2 [Allium 
porrum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



234684 

LIB3272-040-P1-K1-A10 

BLASTX 

g3941289 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
v.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



285 

l.Oe-25 

113 

50 

(AF018093) similarity to SCAMP37 [Pisum sativum] 
234 685 

LIB3272-040-P1-K1-A3 

BLASTX 

g544424 

387 

2.0e-37 

87 

82 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA7B711_ {Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

234686 

LIB3272-040-P1-K1-A6 

BLASTX 

gl246403 

245 

7.0e-21 

87 

57 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 (AC005405) 
TINY [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234687 

LIB3272-040-P1-K1-A8 

BLASTX 

gl703375 

527 

6.0e-54 

108 

94 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi_965483_dbj_BAA08259_ (D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234688 

LIB3272-040-P1-K1-A9 

BLASTX 

g2499946 

424 

7.0e-42 

127 

66 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 * -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



33934 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID.. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234 689 

LIB3272-040-P1-K1-B12 

BLASTX 

g4105772 

502 

5.0e-51 

110 

46 

(AF049917) PGP9B [Petunia x hybrida] 
234690 

LIB3272-040-P1-K1-B2 

BLASTX 

gl711492 

222 

2.0e-18 

71 

62 

ARGININE DECARBOXYLASE (ARGDC) (ADC) 
arginine decarboxylase (EC 4.1.1.19) 



>gi_478412_pir JQ2341 

tomato >gi_2 95350 



(L16582) arginine decarboxylase [Lycopersicon esculentum] 
234691 

LIB3272-040-P1-K1-B6 

BLASTX " 

g730583 

181 

2.0e-13 

62 

66 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi__551267_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



Seq. No. 
Seq. ID 
Method 
,,NCBI GI 
BLAST score 
E- value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234692 

LIB3272-040-P1-K1- 

BLASTX 

g4204575 

290 

4.0e-26 



B7 



70 

(AF098510) 



cytochrome b5 DIF-F [Petunia x hybrida] 



234693 

LIB3272-040-P1-K1-B9 

BLASTX 

g3033391 

192 

l.Oe-14 

76 

49 

(AC004238) 
thaliana] 



putative amino acid transporter [Arabidopsis 



Seq. No. 
Seq. ID 



234694 

LIB3272-040-P1-K1-C10 
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Method 


BLASTX 


NCBI GI 


gll9350 • - ' 


BLAST score 


428 


E value 


2.0e-42 


Match length 


101 


% identity 


85 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 




(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir_JQl 




phosphopyruvate hydratase (EC 4" 2. 1.11) - Arabidopsis 




thaliana >gi_16271_einb_CAA4 1114_ (X58107) enolase 




[Arabidopsis thaliana] 


Seq. No. 


234695 


Seq. ID 


LIB3272-040-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2494275 


BLAST score 


237 


E value 


6.0e-20 


Match length 


62 


% identity 


66 


NCBI Description 


ELONGATION FACTOR P (EF-P) >gi_1399829 (059235) elonga' 




factor P [Synechococcus PCC7942] 


Seq. No. 


234696 


Seq. ID 


LIB3272-040-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4220521 


BLAST score 


354 


E value 


l.Oe-33 


Match length 


81 


% identity 


81 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


234697 


Seq. ID 


LIB3272-040-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2494144 


BLAST score 


304 


E value 


9.0e-28 . 


Match length 


118 


% identity 


11 


NCBI Description 


(AC002329) predicted leucine-rich protein [Arabidopsis 




thaliana] 


Seq. No. 


234698 


Seq. ID 


LIB3272-040-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl709498 


BLAST score 


417 


E value 


4.0e-41 


Match length 


113 


% identity 


70 


NCBI Description 


OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 



>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



33936 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234699 

LIB3272-040-P1-K1-C8 

BLASTX 

g3540185 

389 

9.0e-38 

129 

57 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234700 

LIB3272-040-P1-K1-C9 

BLASTX 

g549063 

338 

9.0e-32 

104 

63 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>qi 1072464 pir A38958 IgE-dependent histamine-releasing 
factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234701 

LIB3272-040-P1-K1-D1 

BLASTX 

g4371280 

311 

l.Oe-28 

106 

60 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



234702 

LIB3272-040-P1-K1-D11 

BLASTX 

g3738304 

257 

2.0e-22 

75 

67 

(AC005309) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234703 

LIB3272-040-P1-K1-D4 

BLASTX 

g3236476 

238 

4.0e-20 

71 

59 

(AF071195) 26S protease regulatory subunit [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 



234704 

LIB3272-040-P1-K1-D8 



33937 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

gl928981 

525 

l.Oe-53 

117 

91 

{U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

234705 

LIB3272-040-P1-K1-E1 

BLASTX 

g3860277 

397 

5.0e-42 

129 

74 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

234706 

LIB3272-040-P1-K1-E10 

BLASTX 

g4102723 

567 - , 

.l.Oe-58 
120 
70 

{AF015784 ) TATA-box binding protein [Phaseolus vulgaris] 
234707 

LIB3272-040-P1-K1-E12 

BLASTX 

gll73043 

318 

2.0e-29 

68 

91 

60S RIBOSOMAL PROTEIN L38 >gi_47 944 l_pir S33899 ribosomal 

protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 

234708 

LIB3272-040-P1-K1-E2 

BLASTX 

g3063454 

140 

l.Oe-08 

101 

37 

(AC003981) F22013.16 [Arabidopsis thaliana] 
234709 

LIB3272-040-P1-K1-E4 
BLASTX 



33938 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI .Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 
Seq. ID 



g3859597 
252 

l.Oe-21 

117 - 
50 

(AF104919) No definition line found [Arabidopsis thaliana] 
234710 

LIB3272-040-P1-K1-E5 

BLASTX 

g232029 

367 

3.0e-35 

82 

88 * 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_100154_pir S21989 translation elongation factor eEF-1 

alpha chain - carrot >gi_18339_emb_CAA42843_ {X60302) 
elongation factor lA [Daucus carota] 

234711 

LIB3272-040-P1-K1-E6 

BLASTX 

g2613143 

266 

2.0e-41 

125 

71 

(AF030548) tubulin [Oryza sativa] c 
234712 

LIB3272-040-P1-K1-F10 

BLASTX 

gl32944 

502 

5.0e-51 
102 

91 • . 

60S RIBOSOMAL PROTEIN L3 >gi_8 1658_pir JQ0772 ribosomal - 

protein L3 (ARP2) - Arabidopsis thaliana^ >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

234713 

LIB3272-040-P1-K1-F4 

BLASTX 

gll73055 

538 

3.0e-55 

111 

96 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_54 1961_pir S42497 

ribosomal protein Lll.e - alfalfa >gi_107 6504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284-) RL5 ribosomal protein^ [Medicago sativa] 

234714 

LIB3272-040-P1-K1-F5 



33939 



Method 


BLASTX 


NCBI GI 


g4102723 


BLAST score 


579 


P tr^i 1 no 


5 . Oe-60 




120 


% identitv 


57 


NPRT Dpcipr "i nl" ion 


(AF015784) TATA-box binding protein [Phaseolus vulgaris] 


Seq. No. 


234715 


■ XL/ 


LIB3272-040-P1-K1-F8 


Method 


BLASTX 


LN O X Vj X 


a3334 115 

y J _J -J ^ XX'^ 


i-> J-XTiO X O V_ W J- c 


455 


E value 


2.0e-45 


Match length 


111 


% idpntitv 


84 


NCBI Descriotion 


ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 


(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi 2463664 




(AF006489) adenine nucleotide translocator 1 [Gossypium 




hirsutuitil 


Seq. No. 


234716 


Seq. ID 


LIB3272-040-P1-K1-F9 


Mpl'hnd 


BLASTX 


NCBI GI 


g3152591 


BLAST score 


140 


E value 


4.0e-09 




66 


ft "iH^n+*i'l~\/ 

^ XUCllL-XL-J^ 


41 




fAr002986) Similar to hvoothetical orotein ab Z97336 from 




A. thaliana. This gene is probably cut off. [Arabidopsis 






Seq. No. 


234717 


Seq. ID 


LIB3272-040-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2245064 


BLAST score 


218 


R V3 1 IIP 


l.Oe-17 


Mp5l~ph 1 pnath 


7 6 


% identitv 


59 


NCBI Descriotion 


(Z97342) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


234718 


Seq. ID 


LIB3272-040-P1-K1-G8 




BLASTX 


NCBI GI 


g729669 


BLAST score 


153 


i_J V -1- w 


3 . Oe-10 


Mai"ch lpnnt*h 


62 


1) j-utriiL X uy 




NCBI Description 


HISTONE H2A >gi 2118992 pir S60474 histone H2A - garden 




pea >gi_498896 (U10041) histone H2A homolog [Pisum sativum] 


Seq, No. * 


234719 


Seq. ID 


LIB3272-040-P1-K1-H1 


Method 


BLASTX 



33940 



NCBI GI 

BLAST- score 

E value " 

Match length 

% identity 

NCBI Description 



gl362086 
515 

2.0e-52 

106 

92 

5-methyltetrahydropteroyltriglutamate- -homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutainate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 


234720 


Seq. ID 


LIB3272-040-P1-K1-H6 


MpI" hod 


BLASTX 


NCBI GI 


gl362008 


BLAST score 


165 


J— 1 V Cl ^ u ^ 


6. Oe-12 


M;5l"ph lenath 


49 


% identity 


14 


NCBI Descr lot ion 


ubiquitin-like protein 12 - Arabidopsis thaliana 


Seq. No. 


234721 


Seq. ID 


LIB3272-040-P1-K1-H8 


Mf^l" hod 


BLASTX 


NCR! GI 


g2832783 


BLAST score 


233 ^ ' ' 


R v;ilue 


8.0e-20 


M;5l"ch lencrth 


67 ' ' 


% identity 


67 


NCBI Description 


(AJ225806) potassium channel beta subunit [Egeria densa] 


Seq. No. 


234722 


Seq. ID 


LIB3272-041-P1-K1-A4 ' ' • 


Method 


BLASTX 


NCBI GI 


g4557062 


BLAST score 


335 


E value 


2.0e-31 


Match length 


144 


% identity 


53 


NCBI Description 


(AC007045) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


234723 


Seq. ID 


LIB3272-041-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3421109 


BLAST score 


584 


E value 


l.Oe-60 


Match length 


122 


% identity 


90, 


NCBI Description 


(AF043533) 20S proteasome beta subunit PBC2 [Arabidopsis 




thaliana] 


Seq. No'. 


234724 


Seq. ID 


LIB3272-041-P1-K1-B10 


Method 


BLASTX 



33941 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



gl729860 
185 

4.''Oe-14 

93 

47 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-l) (MG (2+.) -DEPENDENT ATPASE 1) 

(LEMA-1) >gi_1362099_pir S56672 probable 26S proteinase 

chain MA-1 - tomato >gi_732815_emb_CAA524 45_ (X74426) 
Mg-dependent ATPase 1 [Lycopersicon esculentum] 

234725 

LIB3272-041-P1-K1-B4 

BLASTX 

gl871185 

229 

6.0e-19 

99 

47 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
234726 

LIB3272-041--P1-K1-B6 

BLASTX 

g4538897 

303 

9.0e-28 

82 

70 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 
234727 

LIB3272-041-P1-K1-B9 

BLASTX 

g2827082 

626 

2.0e-65 

140 

84 

(AF020272) malate dehydrogenase [Medicago sativa] 
234728 

LIB3272-041-P1-K1-C5 

BLASTX 

g416649 

166 

7.0e-12 

89 

39 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNTl/PCNTllO) >gi_100303_pir S16267 auxin-induced protei 

(clone pGNTl) - commqn tobacco >gi_19789_eiTib_CAA39709_ 
(X56268) auxin-induced protein [Nicotiana tabacum] 
>gi_19795_emb_CAA39705_ (X56264) auxin-induced protein 
[Nicotiana tabacum] 

234729 



33942 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-041-P1-K1-C7 

BLASTX 

g3421094 

442 

4.0e-4 4 

95 

89 

(AF043527) 20S proteasome subunit PAF2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI'^GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234730 

LIB3272-041-P1-K1-C9 

BLASTX 

g4033351 

165 

2.0e-13 

109 

47 

(AJ2234 97) phosphoenolpyruvate carboxylase [Brassica 
juncea] 



Seq. No. 

Seq. ID 

Method 

.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234731 

LIB3272-041-P1-K1-D12 

BLASTX 

g4538929 

205 

3.0e-16 

112 

27 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

234732 

LIB3272-041-P1-K1-D3 

BLASTX 

g505482 

329 

7.0e-31 

92 

77 

(X64349) 33 kDa polypeptide of water-oxidizing complex of 
photosystem II [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234733 

LIB3272-041-P1-K1-D6 

BLASTX 

gll72555 

472 

2.0e-47 

104 

87 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 34) >gi_629720_pir S46936 34K porin - potato 

>gi_1076682_pir A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34 kDA 
porin [Solanum tuberosum] 



33943" 



Seq. No. 234734 

Seq. ID , LIB3272-041-P1-K1-D8 

Method " BLASTX 

NCBI GI g4105772 

BLAST score 34 6 

E value l.Oe-32 

Match length 74 

% identity 42 

NCBI Description {AF049917) PGP9B [Petunia x hybrida] 

Seq. No. 234735 

Seq. ID LIB3272-041-P1-K1-E10 

Method BLASTX 

NCBI GI g3158474 

BLAST score 366 

E value 3.0e-35 

Match length 89 

% identity 83 

NCBI Description (AF067184) aquaporin 1 [Samanea saman] 

Seq. No. 234736 

Seq. ID LIB3272-041-P1-K1-E3 

Method BLASTX 

NCBI GI ' g4510345 ' 

BLAST score 230 

E value • 5.0e-19 

Match length 4 4 

% identity 89 

NCBI Description (AC006921) unknown protein [Arabidopsis thaliana] 

Seq. No. 234737 

Seq. ID LIB3272-041-P1-K1-E5 

Method' BLASTX 

NCBI GI g3901014 

BLAST score 226 

E value l.Oe-18 

Match length 55 " - 

% identity 75 

NCBI Description (AJ130886) metallothionein-like protein class II [Fagus 
sylvatica] 

Seq. No. 234738 

Seq. ID LIB3272-041-P1-K1-E8 

Method BLASTX 

NCBI GI g3861068 

BLAST score 176 

E value l.Oe-12 

Match length 60 

% identity 50 

NCBI Description {AJ235272) unknown [Rickettsia prowazekii] 

Seq. No. 234739 

Seq. ID LIB3272-041-P1-K1-E9 

Method BLASTX 

NCBI GI g629483 

BLAST score 298 



33944 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-27 

111 

56 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

234740 

LIB3272-041-P1-K1-F2 

BLASTX 

g3023841 

221 

6.0e-18 

54 

76 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 

>gi_l 69517 9_ertib_CAA7 07 04_ (Y09513) G protein beta subunit 

[Nicotiana plumbagini folia] 

234741 

LIB3272-041-P1-K1-F4 . 

BLASTX 

g4371282 

521 

3.0e-53 

117 

85 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 

234742 

LIB3272-041-P1-K1-F6 

BLASTX 

g232031 

219 

8.0e-18 
67 

60 * - 

ELONGATION* FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta* chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

234743 

LIB3272-041-P1-K1-F8 

BLASTX 

g3023841 

162 

4.0e-ll 

54 

59 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 
>gi_1695179_enib_CAA70704_ (Y09513) G protein beta subunit 
[Nicotiana plumbagini folia] 



Seq. No. 



234744 



33945 



Seq. ID 


LIB3272-041-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


547 


E value 


3.0e-56 


Match length 


123 


% identity 


86 


NCBI Description 


(AL022023) plasma membrane intrinsic protein (SIMIP) 




[Arabidopsis thaliana] 


Seq. No. 


234745 


Seq. ID 


LIB3272-041-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2961085 


BLAST score 


110 


E value 


3.0e-09 


Match length 


96 


% identity 


44 


NCBI Description 


(AF037228) transcription factor [Arabidopsis thaliana] 


Seq. No. 


234746 


Seq. ID 


LIB3272-041-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3608140 


BLAST score 


159 


E value 


l.Oe-10 


Match length 


87 


% identity 


41 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 


Seq. No. 


234747 


Seq. ID 


LIB3272-041-P1-K1-G3 


Method 


BLASTX ■ 


NCBI GI 


g3608485 


BLAST score 


502 


E value 


5.0e-51 


■Match length 


101 


% identity 


93 


NCBI Description 


(AF088915) proteasome beta subunit [Petunia x hybrida] 


Seq. No. 


234748 


Seq. ID 


LIB3272-041-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3024583 


BLAST score 


184 


E value 


7.0e-14 


Match length 


96 


% identity 


48 


NCBI Description 


RT14 PROTEIN HOMOLOG >gi_2347196 (AC002338) RT14 prote 




isolog [Arabidopsis thaliana] 


Seq. No. 


234749 


Seq. ID 


LIB3272-041-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


385 


E value 


^ 3.0e-37 



33946 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



80 
90 

(AF053468) DnaJ-related protein ZMDJl [Zea mays] 
234750 

LIB3272-041-P1-K1-H3 

BLASTX 

g3023858 

431 

l.Oe-42 

93 

86 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_1256608 (U44850) G protein beta subunit 
[Glycine max] 

234751 

LIB3272-041-P1-K1-H7 

BLASTX 

g4115949 

195 

3.0e-15 
63 

65 . 

(AF118223) contains similarity to adenosine deaminases 
[Arabidopsis thaliaria] 

234752 

LIB3272-041-P1-K1-H8. 

BLASTX 

gl408471 

447 

2.0e-44 

102 

78 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

234753 

LIB3272-042-P1-K1-A11 * 

BLASTX 

g2702376 

219 

9.0e-18 

89 

46 

(AF038605) Similar to acyl-CoA dehydrogenase; coded for by 
C. elegans cDNA yk58h2.3; coded for by C. elegans cDNA 
yk466cl2.3; coded for by C. elegans cDNA yk258d6.3; coded 
for by C. elegans cDNA ykl58el0.3; coded for by C. elegans 
cDNAyk427... >gi_44 55127_gb_AAD21088_ (AF127558) 
isovaleryl-CoA dehydrogenase precursor [Caenorhabditis 
elegans] 

234754 

LIB3272-042-P1-K1-A12 



33947 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl8i3329 

284 

2.0e-25 

60 

87 

{AB0006371 



HMG-1 [Canavalia gladiata] 



234755 

LIB3272-042-P1-K1-A2 

BLASTX 

g462195 

292 

2.0e-26 

82 

72 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi__100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 {AF094774) translation initiation factor [Oryz< 
sativa] 

234756 

LIB3272-042-P1-K1-A3 
BLASTX . 
g3980393 
375 

5.0e-36 

122 

58 

(AC004561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



234757 

LIB3272-042-P1-K1-A5 

BLASTX 

g2702376 

213 

4.0e-17 

88 

45 

(AF038605) Similar to acyl-CoA dehydrogenase; coded for by 
C. elegans cDNA yk58h2.3; coded for by C. elegans cDNA 
yk466cl2.3; coded for by C. elegans cDNA yk258d6.3; coded 
for by C. elegans cDNA ykl58el0.3; coded for by C. elegans 
cDNAyk427,.. >gi_4455127_gb_AAD21088_ (AF127558) 
isovaleryl-CoA dehydrogenase precursor [Caenorhabditis 
elegans] 

234758 

LIB3272-042-P1-K1-A6 

BLASTX 

g4406372 

439 

l.Oe-43 

119 

70 



33948 



NCBI Description 



(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234759 

LIB3272-042-P1-K1-A7 

BLASTX 

g3738257 

310 

l.Oe-28 

69 

88 

{AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234760 

LIB3272-042-P1-K1-B1 

BLASTX 

g2662343 

473 

2.0e-47 

117 

79 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234761 

LIB3272-042-P1-K1-B10 

BLASTX 

g3249066 

343 

2.0e-32 

119 

64 

(AC004473) Similar to S. cerevisiae SIKIP protein 
gb_984964. ESTs gb_F15433 and gb_AA395158 come from this 
gene. [Arabidopsis thali'ana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234762 

LIB3272-042-P1-K1-B11 

BLASTX 

g3881978 

307 

3.0e-28 

97 

36 

(Y11348) annexin-like protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234763 

LIB3272-042-P1-K1-B2 

BLASTX 

g4220518 

159 

5.0e-ll 
86 
■45 

(AL035356) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



234764 



3-394 9 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3272-042-P1-K1-B4 

BLASTX 

gl545805 

136 

l.Oe-08 

37 

76 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
234765 

LIB3272-042-P1-K1-B5 

BLASTX 

g3643602 

222 

3.0e-18 

93 

54 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 

234766 

LIB3272-042-P1-K1-B6 
BLASTX , ' 
g2792297 

261 - - . . 

l.Oe-22 

77 

58 

{AF039183) GAST-like gene product [Fragaria x ananassa] 
234767 

LIB3272-042-P1-K1-B7 

BLASTX 

g3914435 

454 

2.0e-45 

111 

78 

PROFILIN 1 >gi_3021375_einb_CAA11756_ (AJ223982) profilin 
[Glycine max] 

234768 

LIB3272-042-P1-K1-B8 

BLASTX 

g4512688 

243 

l.Oe-20 

112 

50 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
234769 

LIB3272-042-P1-K1-C10 

BLASTX 

gl350720 

405 

l.Oe-39 



33950 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% , identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99- 

60S RIBOSOMAL PROTEIN L32 
234770 

LIB3272-042-P1-K1-C11 

BLASTX 

g267082 

578 

7.0e-60 

111 

94 

TUBULIN BETA-8 CHAIN >gi_320189_pir JQ1592 tubulin beta- 
chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 

234771 

LIB3272-042-P1-K1-C2 

BLASTX 

g3860274 

152 

4.0e-10 

32 

81 

(AC005824) unknown protein [Arabidopsis. thaliana] 
>gi_4314397_gb_AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 

234772 

LIB3272-042-P1-K1-C3 

BLASTX 

g3037047 

491 

l.Oe-49 

114 

75 

(AF053354) 1-aminocyclopropane-l-carboxylic acid oxidase 
[Phaseolus vulgaris] 

234773 

LIB3272-042-P1-K1-C4 

BLASTX 

gl669585 

147 

8.0e-12 

60 

50 

(D88649) cytosolic ascorbate peroxidase [Cucumis sativus] 
234774 

LIB3272-042-P1-K1-C6 

BLASTX 

gl263291 

406 

l.Oe-60 

118 

99 



33951 



NCBI Description""' (U4 94 52) alcohol dehydrogenase 2b [Gossypium hirsutum] 



Seq. No. 


234775 


Seq. ID 


LIB3272-042-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl928981 


BLAST score 


557 


E value 


2.0e-57 


Match length 


125 


% identity 


89 


NCBI Description 


(U92651) tonoplast intrinsic protein bobTIP26-l [: 




oleracea var. botrytis] 


Seq. No. 


234776 


Seq. ID 


LIB3272-042-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g70644 


BLAST score 


611 


E value 


l.Oe-63 


Match length 


126 


% identity 


19 


NCBI Description 


ubiquitin precursor - common sunflower (fragment) 


Seq. -No. 


234777 


Seq. ID 


LIB3272-042-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2467088 


BLAST score 


193 


E value 


8,0e-15 


Match length 


118 


% identity 


44 


NCBI Description 


(AJ001911) putative Ckc2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234778 

LIB3272-042-P1-K1-D12 

BLASTX 

g4539390 , 

511 

5.0e-52 

112 

88 

(AL035526) shaggy-like protein kinase etha (EC 2.7.1.-) 
[Arabidopsis thaliana] 



234779 

LIB3272-042-P1-K1-D2 
BLASTX 
g4126473 
536 

5.0e-55 
123 
89 

NCBI Description (AB014884 ) adenylyl cyclase associated protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq.. ID 



234780 

LIB3272-042-P1-K1-D5 



33952 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2264382 

152 

6.0e-10 

114 

38 

(.AC002354) 



putative tetracycline transporter-like protein 



[Arabidopsis thaliana] 
234781 

LIB3272-042-P1-K1-D8 

BLASTX 

gll73187 

231 

3.0e-19 

109 

49 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

234782 

LIB3272-042-P1-K1-E11 . 

BLASTX 

gl26894 

474 

l.Oe-47 

113 

85 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_319832_pir DEPUGW malate dehydrogenase (EC 1.1.1.37) 

precursor, glyoxysomal - watermelon >gi_167284 (M3314 8) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 

234783 

LIB3272-042-P1-K1-E2 

BLASTX 

g3913633 

332 

5.0e-31 

83 

80 

HYPOTHETICAL PROTEIN F8A5. 25 >gi_24 62742 (AC002292) Unknown 
protein [Arabidopsis thaliana] 

234784 

LIB3272-042-P1-K1-E5 

BLASTX 

g3158474 

539 

3.0e-55 

114 

91 

{AF067184) aquaporin 1 [Samanea saman] 



33953 



Seq, No. 

Seq. id" 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234785 

LIB3272-042-P1-K1-E8 
BLASTX 
g2130073 
520 

5.0e-53 
120 
86 

f ructose-bisphosphate aldolase (EC 4.1.2 
cytosolic - rice >gi_786178_dbj_BAA08845 
C-1 [Oryza sativa] >gi_7 90970_dbj_BAA08830__ (D50301) 
aldolase C-1 [Oryza sativa] 



13) isoenzyme C-1, 
(D50307) aldolase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234786 

LIB3272-042-P1-K1-F1 

BLASTX 

g3334320 

551 

l.Oe-56 

117 

94 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234787 

LIB3272-042-P1-K1-F10 

BLASTX 

g3334147 

588 

5.0e-61 

134 

86 

ENDOCHITINASE 1 PRECURSOR >gi_14 69788 (U60197) class I 
chitinase [Gossypium hirsutum] 

234788 

LIB3272-042-P1-K1-F11 

BLASTX 

g2262159 

530 

3.0e-54 

131 

76 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234789 

LIB3272-042-P1-K1-F12 

BLASTX 

gl345132 

197 

2.0e-15 
97 

3 * 

{U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein Jcinase 
[Arabidopsis thaliana] >gi_3075386 {AC004484) receptor 



33954 



protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. , 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match. length 

% identity 

NCBI Description 



234790 

LIB3272-042-P1-K1-F2 

BLASTX 

g3738327 

352 

2.0e-33 

141 

50 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

234791 

LIB3272-042-P1-K1-F4 

BLASTX 

g487046 

227 

l.Oe-18 

103 

46 

photosystem I chain II precursor - wood tobacco 
>gi_407769_dbj_BAA02871_ (D13718) PSI-Dl precursor 
[Nicotiana sylvestris] 

234792 

LIB3272-042-P1-K1-F5- 
,BLASTX 
g266579 
237 

5.0e-20 

75 

61 

METALLOTHIONEIN-LIKE PROTEIN TYPE 2 >gi_169713 (L02306) 
metallothionein [Ricinus communis] 

234793 

LIB3272-042-P1-K1-F7 

BLASTX 

gl70507 

130 

6.0e-14 

70 

59 

(M59251) ORF [Lycopersicon esculentum] >gi_1172167 {U44386) 
heat shock protein [Solanum lycopersicum] 

234794 " ■ 

LIB3272-042-P1-K1-G1 

BLASTX 

g3319882 

716 

5.0e-76 

141 

96 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



33955 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234795 

LIB3272-042-P1-K1-G11 

BLASTX 

g2879867 

393 

3.0e-38 

106 

71 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



234796 

LIB3272-042-P1-K1-G2 

BLASTX 

gll69476 

377 

3.0e-36 

137 

61 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) { VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVNl) >gi_439577 (U04632) 
vitronectin-like adhesion'protein [Nicotiana tabacum] 

234797 

LIB3272-042-P1-K1-G4 

BLASTX 

g3687237 

154 

3.0e-10 

34 

74 

{AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

234798 

LIB3272-042-P1-K1-G5 

BLASTX 

g3122060 

235 

5. Oe-20 

55 

85 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_2598657_emb_CAA10847_ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 

234799 

LIB3272-042-P1-K1-G7 

BLASTX 

g3337366 

337 

l.Oe-31 
118 <^ 
29 

(AC004481) unknown protein [Arabidopsis thaliana] 



33956 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234800 

LIB3272-042-P1-K1-G8 

BLASTX 

g3165581 

142 

l.Oe-08 

111 

34 

(AF067942) similar to lysosomal acid lipases {SW:P38571) 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234801 

LIB3272-042-P1-K1-H2 

BLASTX 

g3914685 

180 

2.0e-13 

94 

31 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribosomal 
protein L17 JZea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234802 

LIB3272-042-P1-K1-H3 

BLASTX 

g3914430 

283 ^ . 

4.06-33 

106 

74 * 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ {D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234803 

LIB3272-042-P1-K1-H4 

BLASTX 

g3980391 

180 

8.0e-19 

81 

62 

(AC004561) 
thaliana] 



putative glutathione S-transf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.234804 

LIB3272-043-P1-K1-A11 

BLASTX 

gl658197 

339 

3.0e-32 

86 

72 

(U74630) 
(U74631) 



calreticulin [Ricinus communis] >gi_1763297 
calreticulin [Ricinus communis] 



33957 



Seq. No. 


234805 


Seq. ID 


LIB3272-043-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


458 


E value 


5 Oe-55 


Match lencrth 


117 


% identity 


10 


NCBI Descriotion 


{X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


234806 


Seq. ID 


LIB3272-043-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3603456 


BLAST score 


442 


E value 


5.0e-44 


Match length 


99 


% identity 


28 


NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234807 

LIB3272-043-P1-K1-A9 

BLASTX 

g585165 

168 

8.0e-13 

64 

61 

GLUCOSE-6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose-6-phosphate 

l-dehydrogenase (EC . 1 . 1 . 1 . 49) - potato 

>gi_4 71345_emb_CAA52442_ (X74421) glucose-6-phosphate 

l-dehydrogenase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234808 

LIB3272-043-P1-K1-B10 

BLASTX 

g586339 

207 

2.0e-16 - 

71 

54 

PEROXISOMAL-COENZYME A SYNTHETASE >gi_626794_pir S4 6098 

probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi_536615_emb_CAA85185_ (Z36091) ORE YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234809 

LIB3272-043-P1-K1-B12 

BLASTX 

g3043428 

435 

4.0e-43 

93 

87 

(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 



33958 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234810 

LIB3272-043-P1-K1-B2 

BLASTX 

g464621 

322 

7.0e-30 

112 

58 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_2803742pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234811 

LIB3272-04 3-P1-K1-B6 

BLASTX 

g3043428 

465 

l.Oe-46 

99 

88 

•(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 
234812 

LIB3272-043-P1-K1-B7 

BLASTX 

g.4539423 

556 

2,0e-57 

115 

94 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234813 

LIB3272-043-P1-K1-B9 

BLASTX 

g3513727 

284 

2.0e-25 

62 

90 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11,15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_' (AL04 9525 ) putative 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234814 

LIB3272-043-P1-K1-C1 

BLASTX 

g2564066 

487 

3.0e-49 

116 

79 

(D45900) LEDI-3 protein [Lithospermum erythrorhizon] 



33959 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ^ 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234815 

LIB3272-04 3-P1-K1-C10 

BLASTX 

g2244904 

219 

8.0e-18 

70 

67 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

234816 

LIB3272-043-P1-K1-C3 

BLASTX 

g430947 

440 

l.Oe-43 

109 

80 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

234817 

LIB3272-043-Pi-Kl-C5 

BLASTX 

gl082054 

287 

8.0e-26 

122 

48 

{Z49859) copper transporter protein [Arabidopsis thaliana] 
234818 

LIB3272-043-P1-K1-C6 

BLASTX 

g4559358 

186 

6.0e-14 

58 " 
57 

{AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234819 

LIB3272-04 3-P1-K1-C7 

BLASTX ,r:- 

g3702323 

364 

l.Oe-61 

132 

82 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



234820 

LIB3272-04 3-P1-K1-D1 
BLASTX 



33960 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2879867 

403 , " 

2.0e-39 

114 

68 . 

{AL021816) 40s ribosomal protein S17 [Schizosaccharomyces 
pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234821 

LIB3272-043-P1-K1-D10 

BLASTX 

gll5492 

579 

5.0e-60 

113 

53 

CALMODULIN-RELATED PROTEIN >gi_169205 (M80831) 
calmodulin-related protein [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



234822 

LIB3272-043-P1-K1-D4 

BLASTX 

gl617036 

201 

7.0e-16 

50 

68 

(Y08624)-' Ted2 [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234823 

LIB3272-043-P1-K1-D5 

BLASTX 

gl816660 

205 

3.0e-16 

94 

43 

(U86521) NhRAD6 [Nectria haematococca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity' 

NCBI Description 



234824 

LIB3272-043-P1-K1-D8 

BLASTX 

gl922278 

251 

8 ,06-22 

50 

92 

(Z86091) TCTP protein [Fragaria x ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



234825 

LIB3272-043-P1-K1-D9 

BLASTX 

g2979555 

225 

2.0e-18 

113 

46 



33961 



NCBI Description 



(AC003680) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234826 

LIB3272-043-P1-K1-E11 

BLASTX 

g4056469 

596 

5.0e-62 

116 

100 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46.050, gb_AI100391 and 
gb_Z25043 come from t 
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79 
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Match length 


76 


% identity 


67 


NCBI Description 


(AF033536) putative zinc transporter 


Seq. No. 


234829 


Seq. ID 


LIB3272-04 3-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


425 


E value 


5.0e-42 


Match length 


98 


% identity 


86 


NCBI Description 


(U73588) sucrose synthase [Gossypium 


Seq. NOi 


234830 


Seq. ID 


LIB3272-04 3-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


527 


E value 


6.0e-54 


Match length 


117 


% identity 


85 


NCBI Description 


(AB012947) vcCyP [Vicia faba] 


Seq. No. 


234831 



33962 



Seq. ID 


LIB3272-043-P1-K1-E7 


Method ■ 


BLASTX 


NCBI, GI 


gll70747 


BLAST score 


309 


E value 


2.0e-28 


Match length 


74 


% identity 


82 


NCBI Description 


LATE EMBRYOGENESIS ABUNDANT PROTEIN ; 




(M88324) late embryogenesis— abundant 




hirsutum] >gi_167347 (M37697) Lea5-A 




eitibryogenes is -abundant protein [Goss 


Seq. No. 


234832 


Seq. ID 


LIB3272-043-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g508304 


BLAST score 


278 


E value 


1 .Oe-24 


Match length 


67 


% identity 


78 


NCBI Description 


(L22305) corC [Medicago sativa] 


Seq. No. 


234833 


Seq. ID 


LIB3272-043-P1-K1-E9 


Method 


BLASTX. 


NCBI GI 


g2160166 


BLAST score 


304 


E value 


9 . Oe-28 


Match lenath 


132 


% identity 


48 


NCBI Description 


{AC000132) No definition line found 


Seq. No. 


234834 


Seq. ID 


LIB3272-043-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3851001 


BLAST score 


411 


E value 


2.0e-40 


Match length 


111 


% ' identity 


75 


NCBI Description 


(AF069909) pyruvate dehydrogenase El 




[Zea mays] 


Seq. No. 


234835 


Seq. ID 


LIB3272-043-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


271 


E value 


5 . Oe-24 


Match length 


81 


% identity 


70 


NCBI Description 


(AF083890) 19S proteosome subunit 9 


Seq. No. 


234836 


Seq. ID 


LIB3272-043-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4455364 



LEA5-A >gi 167345 



late 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



33963 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



308 

3.0e-28 

131 

40 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 

234837. 

LIB3272-043-P1-K1-F2 

BLASTX 

g3150415 

409 

4.0e-40 

92 

31 

{AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) secl3-related protein [Arabidopsis 
thaliana] 

234838 

LIB3272-043-P1-K1-F8 

BLASTX ■ 

g3643609 

393 

3.0e-38 

129 

60 

(AC005395) putative Cys3His zinc finger protein 
• [Arabidopsis thaliana] 

234839 

LIB3272-043-P1-K1-F9 

BLASTX 

g4572671 

378 

2.0e-36 

130 

55 

{AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

234840 

LIB3272-043-P1-K1-G1 

BLASTX 

g2160166 

334 

2.0e-31 • *' 

113 

60 

(AC000132) No definition line found [Arabidopsis thaliana] 
234841 

LIB3272-043-P1-K1-G10 

BLASTX 

g577503 

411 

2.0e-40 



33964 



Match length 

%' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 

^-78 ^ ' . 

(L37790) cationic peroxidase [Stylosanthes" humilis] 

234842 

LIB3272-04 3-P1-K1-G2 

BLASTX 

gll73218 

177 

4.0e-13 

86 

49 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

234843 

LIB3272-043-P1-K1-G3 

BLASTX 

gl220196 

476 

5.0e-48 

97 

94 

(U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



234844 

LIB3272 

BLASTX 

g302384 

169 

2.0e-12 

42 

76 

GUANINE 
PROTEIN 
subunit 



•043-P1-K1-G4 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_2385376_emb_CAA69934_ (Y08678) G protein beta 
-like [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



234845 

LIB3272-04 3-P1-K1-G6 - 

BLASTX 

g548852 

277 

l.Oe-24 

82 

67 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj^BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

234846 

LIB3272-043-P1-K1-G7 

BLASTX 

g3868758 

344 

l.Oe-32 
85 



33965 



% identity 76 

NCBI Description (D89802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234847 

LIB3272-04 3-P1-K1-H1 

BLASTX 

g729335 

182 

l.Oe-13 

70 

54 

SUCCINATE DEHYDROGENASE (UBIQUINONE) IRON-SULFUR PROTEIN 
PRECURSOR (IP) >gi_50884 9 (L27705) succinate dehydrogenase 
iron-protein subunit [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234848 

LIB3272-04 3-P1-K1-H10 

BLASTX 

g2894534 

338 

7.0e-32 

96 

73 

(AJ224327) aquaporin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234849 

LIB3272-04 3-P1-K1-H12 
BLASTX 
gl657948 
^197 

2.0e-15 

57 

68 

(U73466) MipC [Mesembryanthemum crystallinum] 



Seq. No. 234850 

Seq. ID LIB3272-043-P1-K1-H7 

Method BLASTX 

NCBI Gi g2398807 

BLAST score 197 

E value 2.0e-15 

Match length 52 

% identity 67 

NCBI Description (Z99091) succinate dehydrogenase [Schizosaccharomyces 
pombe] 

Seq. No. 234851 

Seq. ID LIB3272-043-P1-K1-H9 

Method BLASTX 

NCBI GI g481236 

BLAST score 165 

E value l.Oe-11 

Match length 87 

%■ identity 41 

NCBI Description hypothetical protein - Madagascar periwinkle 

>gi_407410_emb_CAA81526_ (Z26880) 14 kDa polypeptide 
[Catharanthus roseus] 



33966 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



?2-044-Pl-Kl-Al 
C 

L66 
.6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234852 
LIB3272 
BLASTX 
g21601( 
20-7 

l.Oe-K 
105 
51 

(AC000132) No definition line found [Arabidopsis thaliana] 
234853 

LIB3272-04 4-P1-K1-A10 

BLASTX 

gll07526 

348 

6.0e-33 

100 

66 

(X87931) SIEPIL protein [Beta vulgaris] 
234854 

LIB3272-04 4-P1-K1-A3 
BLASTX 

g2129753 . - " 

201 

l.Oe-15 

55 

75 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

234855 

LIB3272-04 4-P1-K1-A5 

BLASTX 

gl702983 

356 

7.0e-34 

111 

59 

AUXIN-REPRESSED 12.5 KD PROTEIN >gi_99855_pir S11850 

hypothetical protein - garden strawberry 

>gi_22573_einb_CAA36676_ {X52429) 12.5 kDa protein [Fragaria 
X ananassa] >gi_927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 

234856 

LIB3272-04 4-P1-K1-A6 

BLASTX 

gl419088 

686 

l.Oe-72 

133 

96 

(Z71395) calreticulin [Nicotiana plumbagini folia] 



33967 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234857 

LIB3272-044-P1-K1-A9 

BLASTX 

g3766535 

494 

4.0e-50 

102 

95 

(Y11687) 14-3-3 protein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234858 

LIB3272-044-P1-K1-B1 

BLASTX 

g4371297 

615 

3.0e-64 

123 

97 

(AC006260) phenylalanine ammonia- lyase 1, 3' partial 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq." ID 
Method 
NCBI GI 
BLAST score 
E value 



234859 

LIB3272-044-P1-K1-B11 

BLASTX 

gll07526 

385 

2.0e-37 

120 

65 

(X87931) SIEPIL protein [Beta vulgaris] 
234860 

LIB3272-044-P1-K1-B12 

BLASTX 

g2642158 

282 

3.0e-25 

98 

57 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
234861 

LIB3272-044-P1-K1-B2 

BLASTX 

g3395441 

192 

l.Oe-14 

54 

67 

(AC004683) unJcnown protein [Arabidopsis thaliana] 
234862 

LIB3272-044-P1-K1-B7 

BLASTX 

g232190 

466 

9.0e-47 



33968 



Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
70 

GLUTATHIONE PEROXIDASE HOMOLOG 6P229 >gi_100291_pir S20501 

glutathione peroxidase homolog - wood tobacco 
>gi_19739_emb_CAA42780_ (X60219) homologous to animal 
glutathione peroxidases [Nicotiana sylvestris] 

234863 

LIB3272-044-P1-K1-B9 

BLASTX 

g730645 

455 

2.0e-45 

116 

80 

405 RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 

(Z23161) ribosomal protein 515 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein 515 

[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 405 ribosomal protein S15. ESTs 
gb_R29788, gb_ATT50365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234864 

LIB3272-04 4-P1-K1-C1 

BLASTX 

g3850582 - 

305 

7.0e-28 

99 

67 

(AC005278) F15K9.14 [Arabidopsis thaliana] 
234865 

LIB3272-04 4-P1-K1-C10 

BLASTX 

g2245118 

149 

l.Oe-09 

120 

36 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
234866 

LIB3272-04 4-P1-K1-C11 

BLASTX 

g729470 

415 

7.0e-41 
104 

76 ' 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb__CAA79702_ 
(Z214 93) mitochondrial formate dehydrogenase precursor 



33969 



[Solanum tuberosum] 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234867 

LIB3272-044-P1-K1-C2 

BLASTX 

g2982268 

348 

6.0e-33 

75 

91 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 


234868 


Seq. ID 


LIB3272-044-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3212869 


BLAST score 


449 


E value 


9.0e-45 


Match length 


118 


% identity 


69 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana 


Seq. No. 


234869 


Seq. ID 


LIB3272-044-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g481236 


BLAST score 


265 


E value 


3.0e-23 


Match length 


64 


% identity 


81 


NCBI Description 


hypothetical protein - Madagascar periwinkle 



>gi_407410__emb_CAA81526_ (Z26880) 14 kDa polypeptide 
[Catharanthus roseus] 



Seq. No. 


234870 


Seq. ID 


LIB3272-044-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


525 


E value 


l.Oe-53 


Match length 


112 


% identity 


93 


NCBI Description 


(U93168) ribosomal p 


Seq. No. 


234871 


Seq. ID 


LIB3272-044-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


302 


E value 


l.Oe-27 


Match length 


80 


% identity 


70 


NCBI Description 


{AC006223) putative ; 




thaliana] 



[Arabidopsis 



Seq. No. 234872 

33970 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-04 4-P1-K1-D12 
BLASTX ' - 
g3395427 
219 

7.0e-18 

109 

49 

(AC004 683) unknown protein [Arabidopsis thaliana] 
234873 

LIB3272-04 4-P1-K1-D3 

BLASTX 

gll69383 

146 

2.0e-09 

54 

57 

DNAJ PROTEIN HOMOLOG ATJ >gi_535588 (L36113) putative 

[Arabidopsis thaliana] >gi_1582356_prf 2118338A AtJ2 

protein [Arabidopsis thaliana] 

234874 

LIB3272-04 4-P1-K1-D4 
BLASTX 

g3335355 . * • 

579 

5.0e-60 

118 

27 

CAC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

234875 

LIB3272-044-P1-K1-D6 

BLASTX 

gl709128 

219 

2.0e-27 

92 

70 

GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-2 

>gi_481019_pir S37643 protein kinase MSK-2 (EC 2.7.1.-) - 

alfalfa >gi_31314 6_emb_CAA4847 3_ (X68410) protein kinase 
[Medicago sativa] 

234876 

LIB3272-04 4-P1-K1-D7 

BLASTX 

g2827143 

409 

4.0e-40 

94 

82 

(AF027174) cellulose synthase catalytic subunit 



33971 



[Arabidopsis * thaliana] 



Seq. No. 234877 

Seq. ID LIB3272-044-P1-K1-D9 

Method BLASTX 

NCBI GI gll66450 

BLAST score 297 

E value 6.0e-27 

Match length 65 

% identity 82 

NCBI Description (X95262) Tfm5 [Lycopersicon esculentum] 

Seq. No. 234878 

Seq. ID LIB3272-044-P1-K1-E11 

Method BLASTX 

NCBI GI g2760320 

BLAST score 301 

E value l.Oe-27 

Match length 94 

% identity 67 

NQBI Description (AC002130) F1N21.4 [Arabidopsis thaliana] 

Seq. No. 234879 

Seq. ID LIB3272-044-P1-K1-E2 

Method BLASTX 

NCBI GI .gl67367 

BLAST score 313 

E* value 4.0e-29 

Match length 80 

% identity 81 

NCBI Description (L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 


234880 


Seq. ID 


LIB3272-04 4-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3132675 


BLAST score 


585 


E value 


9.0e-61 


Match length 


117 


% identity 


93 


NCBI Description 


{AF061740) asparagine 


Seq. No. 


234881 


Seq. ID 


LIB3272-04 4-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2462761 


BLAST score 


184 


E value 


3.0e-16 


Match length 


70 


% identity 


60 


NCBI Description 


(AC002292) Highly siiu: 




(aldo/keto reductase : 


Seq. No. 


234882 


Seq. ID 


LIB3272-044-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3122785 



[Arabidopsis thaliana] 



33972 



BLAST score 
E value' 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



267 

l.Oe-23 
79 * 
73 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 {AF026079) ribosomal 
protein S14 [Lupinus luteus] 

234883 

LIB3272-044-P1-K1-E8 

BLASTX 

g549063 

163 

5.0e-17 

70 

71 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ {D12626) 
21kd polypeptide [Oryza sativa] 

234884 

LIB3272-044-P1-K1-E9 

BLASTX 

g2462753 

150 

8.0e-10 

34 . 
79 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234885 

LIB3272-044-P1-K1-F1 

BLASTX 

g2995384 

233 

l.Oe-19 

87 

62 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
234886 

LIB3272-044-P1-K1-F11 

BLASTX 

g266567 

202 

8.0e-16 

62 ^ 
58 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi_214 93_emb_CAA4 6990_ (X66284) mitochondrial processing.. 

peptidase [Solanum tuberosum] * 



Seq. No. 



234887 



33973 



Seq. ID 


LIB3272-044-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl724102 


BLAST score 


475 


E value 


7.0e-48 


Match lenoth 


95 


% identitv 


96 


NCBI Description 


(U7 9766) S~adenosyl~L~hoinocystein hydrolase; SAH 




[Meseiubryanthemum crystal linuiu] 


Seq. No. 


234888 


Seq. ID 


LIB3272-044-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


211 


E value 


6.0e-17 


Mat ph 1 pncrth 


118 


% identitv 


50 


NCRT np<^pr i nt i nn 


No dpfinition line* "foiinfi F ATPihi Hnnc;i «; "hh;^ 1 i an;^ 1 


Seq. No. 


234889 


Seq. ID 


LIB3272-04 4-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2895866 


BLAST score 


253 


E Vt^lue 

V J* 


8 . Oe-22 


Mp5't~r'h 1 pnn't"h 


89 




60 .. 


NCBI Description 


(AF045770) methvlmalonate semi— aldehvde dehvdrocrenase 




1_V>J.J^^C10CIL.J.VCIJ ^' 


Seq. No. 


234890 


Seq. ID 


LIB3272-044-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gll70747 


BLAST score 


296 


E value 


7.0e-27 


Match length 


72 


% identity 


82 


NCBI Descrintion 


LATE EMBRYOGENESIS ABUNDANT PROTEIN LEAS-A >CTi 1fi7'^4S 




fMRR'^24 ) 1 ri1"p PTTihTvonprip*:; 1 s— ahnnrlp^nt" "DTO'hpi n rnnc;c;\/T-)-i iiTn 




hirsutum] >gi 167347 {M37697) Lea5-A late 




PTnhTvocipnp *5 "i s — ^^hnnrir^n t DTO'hpi'n ff^osciuni nm h i T«=?ni"mn1 

^xiUu'x y V u wi o u. o CLKJ L\jick,i 1 1,, r -i. 1 1 ^>J w o o y k> -i- lxili x i x. x o i_x l ixiii j 


Seq. No. 


234891 


Seq. ID 


LIB3272-044-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


243 


E value 


l.Oe-20 


Match length 


98 


% identity 


52 


NCBI Description 


(AF073361) nitrate transporter NTLl [Arabidopsis thaliana] 


Seq. No. 


234892 


Seq. ID 


LIB3272-04 4-P1-K1-G12 



Method BLASTX 

33974 



NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g549063 
512 

4.0e-52 
117 
83 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi_10724 64_pir_A38958 IgE-dependent histamine-releasing 
factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21Jcd polypeptide [Oryza sativa] 

234893 

LIB3272-044-P1-K1-G5 

BLASTX 

g2811025 

277 

l.Oe-24 

94 

62 

ASPARTIC PROTEINASE PRECURSOR >gi_194 4181_dbj_BAA19607_ 
(AB002695) aspartic endopeptidase [Cucurbita pepo] ~ 

234894 

LIB3272-04 4-P1-K1-G8 

BLASTX 

g4432840 

192 

l.Oe-14 

82 ^. . 

51 

(AC006283) unknown protein [Arabidopsis thaliana] 
234895 

LIB3272-04 4-P1-K1-G9 

BLASTX 

gl710585 

362 

l.Oe-34 

84 

85 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi_1143507_emb_CAA6378 6_ 
(X93587) PO ribosomal protein [Lupinus luteus] ~ 

234896 

LIB3272-04 4-P1-K1-H11 

BLASTX 

gl666228 

263 - . 

2.0e-34 

91 

77 

(U76190) actin [Pisum sativum] >gi_1666230 {U76191) actin 
[Pisuiri sativum] >gi_1724137 (U81046) actin [Pisum sativum] 
>gi_1724-139 (U81047) actin [Pisum sativum] 

234897 

LIB3272-04 4-P1-K1-H12 
-BLASTX 



33975 



NCBI GI 


g629483 


BLAST score 


280 


E value 


5.0e-25 


Match length 


101 






vt\^i->x L/C oOi J.^ u J.UI1 


gene 1-Sc3 protein - European white birch 




-^9i_->-^^oyb__eniD_CAA54b96_ (X77601) 1 Sc-3 [Betula pendula] 




'*^9i_J-->o^-^^^_P^i ^122374C allergen Bet v 1-Sc3 [Betula 




penQuxa j 


Sea No 


0-54QQQ 


Sea in 


XiXoJZ /Z Ufi4 irl~i\X~n4 


Method 


BLASTX 


NCBI GI 


g4454026 


1— J U-IiO i. O \^ Kj J_ c 


0x0 


l-i V d J. Lie 


z . ue z y 


LTiaLcn xenyun 


Q/1 


9: "1 Hont" n ^ \r 


D / 


LNk^Dx uesciipcion 


(AL035394) phosphatase like protein [Arabidopsis thaliana] 


O C • LN w > 


O'^AQQQ 

z ofi 0 y y 




XiXJdoZ / Z^Ufl 4 ~"r 1 — J\J. — rib 


Method 


. BLASTX 


NCBI GI 


g2648032 


D iji~VO 1 o O X. C 


JO 0 


E value 


9 n ^ — "5 1 • ■ 


LYiaucn xengLn 


y y 




■ Dl 


iNk^Dx uesciTipLion 


(AJ001374) alpha-glucosidase [Solanum tuberosum] 


OcrV^ • INvJ • 


z j4 y uu 




T Tn'^97 9 — n /I yl D1 LTI LIT 


Method 


BLASTX 


NCBI GI 


04249390 


BLAST score 


292 


E value 


2.0e-26 


Match length 


108 




ft y 




(ALUUoybbj Similar to gb_AF039182 probable aldo-keto 




reductase from Fragaria x ananassa. This gene may be cut 




orr. liibi gD_u/4ioi comes rrom this gene. [Arabidopsis 




thaliana] 


^f^n Mo 


Z 0 f± y U X 


Seq. ID 


LIB3272-04S-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl076660 


BLAST score 


192 


E value 


7.0e-15 


Match length 


37 


% identity 


95 



NCBI Description D13F(MYBST1) protein - potato >gi_78 6426_bbs_159122 

(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats) [Solanum tuberosum=potatoes , 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

Seq. No. 234902 

33976 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



LIB3272-045-P1-K1-A11 

BLASTX 

g2160182 

170 

4.0e-12 

117 

39 

(AC000132) ESTs gb_ATTS1236, gb_T4 3334, gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 

234903 

LIB3272-045-P1-K1-A6 

BLASTX 

gll73234 

327 

2.Ge-30 

72 

89 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_435679_emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

234904 

LIB3272-045-P1-K1-A8 

BLASTX 

g2341034 

508 

7.0e-52 

103 

97 

(AC000104) F19P19.13 [Arabidopsis thaliana] 

234905 
. LIB3272-045-P1-K1-B10 
BLASTX 
g2970051 
445 

3.0e-44 

109 

78 

{AB012110) ARGIO [Vigna radiata] 
234906 

LIB3272-04 5-P1-K1-B11 

BLASTX 

g4539417 

290 

4.0e-26 

67 

76 

(AL049171) putative protein [Arabidopsis thaliana] 
234907 

LIB3272-045-P1-K1-B12 
BLASTX 



33977 



NCBI-.GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3320120 
176 

8.0e-13 

117 

36 

{U66669) 
sapiens] 



3-hydroxyisobutyryl-coenzynie A hydrolase [Homo 



234908 

LIB3272-045-P1-K1-B4 

BLASTX 

g2499804 

265 

4.0e-23 

107 

50 

PROTEIN ARGININE N- 
protein arginine N- 



METHYLTRANSFERASE 
methyltransf erase 



1 >gi_1390025 {U60882) 
[Rattus norvegicus] 



Seq. No. 


9 "5/1 QHQ 

z Oft y uy 


oeq. lu 




Metnoa 


TJT TV OfV 






BLAST score 


379 


E value 


2.0e-36 


Match length 


119 


% identity 


61 


NCBI Description 


(X98809) peroxidase ATP5a [Arabidopsis thaliana] 


Seq. No. 


234910 


Seq. ID 


LIB3272-045-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


281 


E value 


2.0e-25 


Match length 


67 


% identity 


. 78 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


234911 


Seq. ID 


LIB3272-045-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3021344 


BLAST score 


171 


E value 


2.0e-12 


Match length 


68 


% identity 


47 


NCBI Description 


(AJ004959) hypothetical protein [Cicer arietinum] 



Seq. No. 234912 

Seq. ID LIB3272-045-P1-K1-C3 

Method BLASTX 

NCBI GI , g2829871 

BLAST score 14 4 

E value 5iOe-69 

Match length 91 

% identity 43 



33978 



NCBI Description 



(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234913 

LIB3272-045-P1-K1-C4 

BLASTX 

g3643602 

298 

5.0e-27 

111 

58 

{AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234914 

LIB3272-045-P1-K1-C7 

BLASTX 

g3915031 

466 

5.0e-47 

89 

100 

ACYL-[ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypiurti hirsutum] ■ • . -^^ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234915 ' 

LIB3272-045-P1-K1-C8 
"BLASTX 
gl31770 
301 

l.Oe-27 

82 

66 

40S RIBOSOMAL PROTEIN S9 {40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideuml 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234916 

LIB3272-04 5-P1-K1-C9 

BLASTX 

g2194137 

165 

2.0e-ll 

78' 

58 

(AC002062) ESTs gb_R29947 , gb_H76702 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



234917 

LIB3272-045-P1-K1-D1 

BLASTX 

gll99778 

207 

l.Oe-16 



33979 





65 


% identity 


63 


NPRT Dfa «; r" r 1 ni" "i on 


fDR'^^PS^ oproxidase rPooulus niaral 

^ \J ^ ^ ^ ^ f W ^ Nta^ ^ ^ L -L. X 1 ^ ^ J 


55pa No 


234918 


Seq. ID 


LIB3272-045-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2662343 


RT.A9T " ^^pore 

LJ ^ ' ^ ' X O Va/ -1- ^ 


496 




2 Oe-50 




96 


i T H*=>n 1" "i i" V 

o X i -L jr 


98 


WPRT nf=»<?r'Ti r>1~ "i on 


fDfi'^Sfll^ EF-1 aloha fOrvza sativa! 


Sea No. 


234919 


Seq. ID 


LIB3272-045-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl70354 


1 ' 1 ^ ' X O ^ JL 


632 


J_j V CI X Lie 


3 Oe-66 


Lid L.L'il XdiUL.ll 


128 


% 1 Hpn1" 1 1* V 

O ^ Lil^l 1 Li L. y 


22 




/M741Sfi^ opnt'^^inerip oolvubiauitin rNi( 


Sea No 


234920 


Seq. ID 


LIB3272-045-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4 64 98 6 


BLAST score 


511 


E value 


5.0e-52 


Match length 


94 


% identity 


99 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(UBIQUITIN- PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC ' 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_enib_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] : 

>gi_4 455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

234921 

LIB3272-045-P1-K1-D5 

BLASTX 

g3540199 

430 

l.Oe-42 

91 

86 

(AC004260) Putative monosaccharide transport protein 
.[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



234922 

LIB3272-045-P1-K1-D7 



33980 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g421923 

414 

l.Oe-40 

101 

70 

pathogenesis-related protein P23 - tomato (fragment) 

>gi_542031_pir PQ0742 pathogenesis-related protein P23 

precursor - tomato (fragment) >gi_19315_emb_CAA50059_ 
(X70787) pathogenesis-related protein PR P23 [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234923 

LIB3272-045-P1-K1-D9 

BLASTX 

g3860323 

374 

6.0e-36 

78 

87 

(AJ012688) hypothetical protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234924 

LIB3272-04 5-P1-K1-E1 

BLASTX 

g3319882 

367 

2.0e-35 
99 
71 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234925 

LIB3272-045-P1-K1-E11 

BLASTX 

g629597 

349 

5.0e-33 

83 
77 

proline-rich protein - rape >gi_545029_bbs_142669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods. 
Peptide, 147 aa] [Brassica napus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234926 

LIB3272-045-P1-K1-E2. • . - 

BLASTX 

g3402279 

600 

2.0e-62 

127 

87 

(AJ000999) putative' beta-subunit of K+- channels [Solanum 
tuberosum] 



Seq. No. 



234927 



33981 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match -length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method • 
NCBI GI 
BLAST score 



LIB3272-04 5-P1-K1-E3 

BLASTX 

g2662343 

626 

2.0e-65 
120 
100 

(D63581) 



EF-1 alpha [Oryza sativa] 



234928 

LIB3272-045-P1-K1-E5 

BLASTX 

g3822036 

220 

6.0e-18 

118 

42 

(AF072326) endo-1 , 3-1 , 4-beta-D-glucanase [Zea mays] 
234929 

LIB3272-04 5-P1-K1-E8 

BLASTX 

gl076660 

231 

2.De-19 ' 

50 

90 

D13F(MYBST1) protein - potato >gi_78 6426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

234930 

LIB3272-045-P1-K1-F1 

BLASTX 

g3493172 

479 

2.0e-48 

106 

89 

(U89609) fiber annexin [Gossypium hirsutum] 
234931 

LIB3272-045-P1-K1-F10 

BLASTX 

g2286153 

589 

4 .Oe-61 

128 

94 

{AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
234932 

LIB3272-045-P1-K1-F12 

BLASTX 

gl531672 

649 



33982 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
• Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-68 

126 

98 

(U68461) actin [Striga asiatica] 
234933 

LIB3272-045-P1-K1-F2 

BLASTX 

g729470 

400 

4.0e-39 

102 

75 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase {EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702_ 
(Z214 93) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 

234934 

LIB3272-045-P1-K1-F3 

BLASTX 

g3080442 

317 

2.0e-29 

85 

67 

(AL022605) putative protein [Arabidopsis thaliana] 
234935 

LIB3272-045-P1-K1-F5 

BLASTX 

gll3116 

443 

5.0e-44 

143 

59 

ATP-CITRATE ( PRO-S- ) -LYASE (CITRATE CLEAVAGE ENZYME) 

>gi_111396_pir A35007 ATP citrate (pro-S) -lyase (EC 

4.1.3,8) - rat >gi_203490 (J05210) ATP citrate-lyase 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



234936 

LIB3272-045-P1-K1-F8 

BLASTX 

g2369766 

198 

5.0e-33 

115 

49 

(AJ001304) hypothetical protein [Citrus x paradisi] 
234.937 

LIB3272-045-P1-K1-G1 

BLASTX 

gl36251 



33983 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220 

6.0erl8 • - 

80 ' - - 

59 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 

>gi_99767_pir ^A31393 tryptophan synthase (EC 4.2.1.20) 

beta chain - Arabidopsis thaliana >gi_166892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234938 

LIB3272-045-P1-K1-G12 

BLASTX 

g629483 

326 

3.0e-30 

125 

54 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 



Seq. No. 


234939 


Seq. ID 


LIB3272-045-pi-Kl-G5. 


Method 


DT TV O T" V *■ 


NCBI GI 


glzzUl y D 


BLAST score 


547 


E value 


J . Ue-OD 


Match length 


115 


% identity 


89 


NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 


Seq. No. 


234940 


Seq. ID 


LIB3272-045-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


332 


E value 


3.0e-31 


Match length 


104 


% identity 


63 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana] 


Seq. No. 


234941 


Seq. ID 


LIB3272-04 5-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3659909 


BLAST score 


543 


E value 


l.Oe-55 


Match length 


138 


% identity 


75 


NCBI Description 


(AF020715) histidyl-tRNA synthetase [Arabidopsis thaliana] 


Seq. No. 


234942 


Seq. ID 


LIB3272-045-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g70642 


BLAST score 


420 



33984 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-41 
90 

20 . . ; 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678_einb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

polyubiquitin [Arabidopsis thaliana] 

234943 

LIB3272-045-P1-K1-H2 

BLASTX 

g4468979 

506 

2.0e-51 

107 

86 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234944 

LIB3272-045-P1-K1-H3 

BLASTX 

g3122388 

402 - 

2.0e-39 

102 

42 

WD-40 REPEAT PROTEIN MSI2 >gi_2394231 (AF016847) WD-40 
repeat protein [Arabidopsis thaliana] 



Seq. No. 


234945 


Seq. ID 


LIB3272-( 


Method 


BLASTX 


NCBI GI 


g3378491 


BLAST score 


293 


E value 


l.Oe-26 


Match length 


99 


% identity 


58 ; 


NCBI Description 


{AJ007571 


Seq. No. 


234946 


Seq. ID 


LIB3272-( 


Method 


BLASTX 


NCBI GI 


gll66450 


BLAST score 


262 


E value 


7.0e-23 


Match length 


64 


% identity 


78 


NCBI Description 


(X95262) 


Seq. No. 


234947 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


g3122785 


BLAST score 


457 


E value 


8.0e-46 


Match length 


99 



33985 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

40S RIBOSOMAL PROTEIN S14 >gi_2565340 (AF026079) ribosomal 
protein S14 [Lupinus luteus] 

234948 

LIB3272-045-P1-K1-H9 

BLASTX 

g3320120 

158 

9.0e-ll 
98 
34 

{U66669) 
sapiens] 



3-hydroxyisobutyryl-coenzyme A hydrolase [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234949 

LIB3272-04 6-P1-K1-A11 

BLASTX 

g3721540 

295 

l.Oe-26 

104 

63 

(D83583) Sulfite. Reductase [Nicotiana tabacum] 
>gi_3738234_dbj_BAA33796_ (AB010717) sulfite reductase 
[Nicotiana tabacum] 

234950 

LIB3272-04 6-P1-K1-A12 

BLASTX 

g2388570 

149 

2.0e-09 

110 

36 

(AC000098) YUP8H12.12 [Arabidopsis thaliana] 
234951 

LIB3272-04 6-P1-K1-A2 

BLASTX 

g2191131 

188 

2.0e-14 

55 

67 

(AF007269) A_IG002N01.8 gene product [Arabidopsis thaliana] 
234952 

LIB3272-04 6-P1-K1-A4 

BLASTX 

g2924520 

500 

l.Oe-50 
124 

79 . 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 



3-3986 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234953 

LIB3272-04 6-P1-K1-A5 

BLASTX 

gl838976 

279 

9.0e-25 

147 

43 

{X73635) vsf-1 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234954 

LIB3272-04 6-P1-K1-A6 

BLASTX 

g3236253 

658 

3.0e-69 
143 
85 

(AC004684) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 


234955 


Seq. ID 


LIB3272-I 


Method 


BLASTX 


NCBI GI 


g433970 


BLAST score 


128 


E value 


9.0e-16 


Match length 


116 


% identity 


< 8 


NCBI Description 


(Z28649) 


Seq. No. 


234956 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


gl545805 


BLAST score 


157 


E value 


4,0e-ll 


Match length 


51 


% identity 


65 


NCBI Description 


(D64052) 


Seq. No. 


234957 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


g303730 


BLAST score 


533 


E value 


2.0e-54 


Match length 


121 


% identity 


86 


NCBI Description 


(D12540) 



(Z28649) polyubiquitin [Acetabularia cliftonii] 



sativum] 



Seq. No. 
Seq. ID 
Method 



234958 

LIB3272-04 6-P1-K1-B12 
BLASTX 



33987 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024020 

627 • , - 

l.Oe-65 

133 

89 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234959 

LIB3272-04 6-P1-K1-B4 

BLASTX 

g3851636 

551 

7.0e-60 

146 

79 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method.' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234960 

LIB3272-04 6-P1-K1-B5 

BLASTX 

g3868758 

397 

l.Oe-38 

99 

74 

(D89802) elongation factor IB gamma [Oryza sativa] 
234961 

LIB3272-04 6-P1-K1-B9 

BLASTX 

gl20669 

460 

5.0e-46 

98. 

■ GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12)* - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

234962 
. LIB3272-046-P1-K1-C10 
BLASTX • 
g2129871 
181 

3.0e-13 

82 

51 

* proli'ne-rich protein, 14K - kidney bean >gi_1420885 
(-U34333) proline-rich 14 kDa protein [Phaseolus vulgaris] 



Seq. No. 
Seq. ID 



234963 

LIB3272-04 6-P1-K1-C11 



33988 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll72811 

565 

2.0e-64 

130 

95 

60S RIBOSOMAL PROTEIN LlO-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi__107 6751_pir S4 9575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_eiTib_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234964 

LIB3272-04 6-P1-K1-C12 

BLASTX 

gl67367 

573 

3.0e-59 

134 

85 

(L08199) peroxidase [Gossypium hirsutum] 
234965 

LIB3272-04 6-P1-K1-C3 

BLASTX 

g2982'259 

385 

2.0e-37 

95 

78 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match J.ength 

% identity 

NCBI Description 



234966 

LIB3272-04 6-P1-K1-C5 

BLASTX 

g3096949 

246 

6.0e-21 

139 

44 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234967 

LIB3272-046-P1-K1-C6 

BLASTX 

gl321627 

145 

3.0e-09 

49 

57 

{D83656) thylako'id-bound ascorbate peroxidase [Cucurbita 
sp.] 



Seq. No. 
Seq. ID 



234968 

LIB3272-046-P1-K1-C7 



33989 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70747 

322 

6.0e-30 

67. 
99 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis -abundant protein [Gossypium 
hirsutum) >gi_167347 {M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234969 

LIB3272-04 6-P1-K1-C9 

BLASTX 

g3450889 

383 

3.0e-39 

136 

68 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
234970 

LIB3272-046-P1-K1-D12 

BLASTX 

gll70747 

403 

3.0e-39 

92 

85 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234971 

LIB3272-04 6-P1-K1-D4 

BLASTX 

g322867 

631 

5.0e-66 

146 

82 

translation initiation factor eIF-4F isozyme form subunit 
p82 - wheat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234972 

LIB3272-04 6-P1-K1-D5 

BLASTX 

g3953471 

410 

4.0e-40 

142 

59 

{AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



234973 

LIB3272-04 6-P1-K1-D6 



33990 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2088651 
276 

2.0e-24 
125 
41 

(AF002109) 
[Arabidopsis thaliana] 



hypersensitivity-related gene 201 isolog 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234974 

LIB3272-04 6-P1-K1-D7 

BLASTX 

g3901014 

234 

l-Oe-19 
55 
76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



234975 

LIB3272-04 6-P1-K1-D8 

BLASTX 

g3915031 

453" . 

3.0e-45 

128 

70 

ACYL-[ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_enib_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

234976 

LIB3272-04 6-P1-K1-E1 
BLASTX 

gl065515 " 
188 

4.0e-14 

79 

44 

(U40420) weak similarity to procollagen alpha chain 1 (V) 
chain [Caenorhabditis elegans] 

234977 

LIB3272-04 6-P1-K1-E10 

BLASTX 

gl31754 

308 

4.0e-28 

126 

46 

PPLZ02 PROTEIN >gi_99973_pir 3.11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi_19507_emb_CAA36069_ 
{X51767) put. pPLZ2 product (AA 1-164) [Lupinus 
polyphyllus] 



33991 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI ^ Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234978 

LIB3272-04 6-P1-K1-E11 

BLASTX 

g285741 

378 

2.0e-36 

113 

65 

(D14550) EDGP precursor [Daucus carota] 
234979 

LIB3272-04 6-P1-K1-E4 

BLASTX 

gl917019 

553 

5.0e-59 

129 

85 

{U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
234980 

LIB3272-04 6-P1-K1-E6 

BLASTX 

g3023195 

442 

5.0e-44 
112 
- 7 8 

'l4-3-3-LIKE PROTEIN B (SGF14B) >gi_1575727 (0705.34) SGFl 
[Glycine max] 

234981 

LIB3272-04 6-P1-K1-E7 

BLASTX 

g303730 

519 

6.0e-53 

118 

86 

(D12540) GTP-binding protein [Pisum sativum] 

>gi_738933_prf 2001457A GTP-binding protein [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



234982 

LIB3272-04 6-P1-K1-E8 

BLASTX 

g228404 

560 

l.Oe-57 

126 

78 

alpha amylase [Vigna radiata] 
234983 

LIB3272-04 6-P1-K1-F1 

BLASTX 

gl22770 



33992 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



582 

3.0e-60 

137 

83 

HEMOGLOBIN II '^>gi_99509_pir S13378 hemoglobin II - swamp 

oak >gi_18015_emb_CAA37898_ (X53950) hemoglobin [Casuarina 
glauca] 

234984 

LIB3272-04 6-P1-K1-F10 

BLASTX 

g3668082 

292 

3.0e-26 

115 

55 

(AC004 667) putative DALl protein [Arabidopsis thaliana] 
234985 

LIB3272-04 6-P1-K1-F2 

BLASTX 

g3341695 

5i37 

5.0e-55 

147 

67 

(AC003672) putative thiamin pyrophosphokinase [Arabidopsis 
thaliana] 



Seq. No; 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234986 

LIB3272-04 6-P1-K1-F4 

BLASTX 

g3660467 

398 

9.0e-39 

103 

78 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
th'aliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234987 

LIB3272-04 6-P1-K1-F6 

BLASTX 

gl709498 

528 

5.0e-54 

120 

79 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



234988 

LIB3272-04 6-P1-K1-F9 

BLASTX 

g3550985 



33993 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



247 

3.0e-21 

83 

54 

{AB010740) 



OsS5a [Oryza sativa] 



234989 

LIB3272-04 6-P1-K1-G11 

BLASTX 

g3980393 

287 

l.Oe-25 

89 

58 

(AC004 561) putative glutathione S-transf erase [Arabidopsis 
thaliana] 

234990 

LIB3272-04 6-P1-K1-G3 

BLASTX 

gll73218 

212 

4.0e-27 

78 

87 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

234 991-^-- 

LIB3272-04 6-P1-K1-G6 

BLASTX 

g4158232 

612 

7.0e-64 

129 

88 

(¥18626) 'reversibly glycosylated polypeptide [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



234992 

LIB3272-04 6-P1-K1-G7 

BLASTX 

gll9150 

242 

8.0e-25 

89 

66 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alph 
[Lycopersicon esculentum] 

234993 

LIB3272-04 6-P1-K1-G8 



33994 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTJC 

g543905 

392 

5.0e-38 

125 

63 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 {L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



234994 

LIB3272-04 6-P1-K1-H1 
BLASTX 
g4539335 
312 
- l.Oe-28 
144 
46 

(AL035539) putative protein [Arabidopsis thaliana] 
234995 

LIB3272-04 6-P1-K1-H11 
BLASTX 
g3935152 

471 ' - 

3.0e-47 
124 
69 

(AC005106) 



T25N20.16 [Arabidopsis thaliana] 



234996 

LIB3272-04 6-P1-K1-H12 

BLASTX 

g3551838 

521 

3.0e-53 
120 

84 . ' ^ 

(AF070967) SKPl-like protein [Nicotiana clevelandii] 

234997 

LIB3272-04 6-P1-K1-H4 

BLASTX 

gll55261 

367 

2.0e-42 
113 

82 ^ 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 



234998 

LIB3272-04 6-P1-K1-H5' 

BLASTX 

g2529229 

441 

9.0e-44 
106 



33995 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

{AB007907) 



6-phosphogluconate dehydrogenase [Glycine max] 



234999 

LIB3272-04 6-P1-K1-H6 

BLASTX 

g3935152 

249 

l.Oe-21 

82 

59 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
235000 

LIB3272-047-P1-K1-A11 

BLASTX 

gll2697 

299 

3.0e-27 

108 

61 

14 KD PROLINE-RICH PROTEIN DC2.15 PRECURSOR 

>gi_486809_pir S35714 proline-rich protein, 

- carrot >gi_18316_emb_CAA3347 6_ (X15436) 14 
1-137) [Daucus carota] 



14K, embryonic 
kD protein (AA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Se.q.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235001 

LIB3272-047-P1-K1-A12 

BLASTX 

g3702327 

241 

2.0e-20 

119 

51 

(AC005397) unknown protein [Arabidopsis thaliana] 
235002 

LIB3272-047-P1-K1-A3 

BLASTX 

gl708462 ^ 

525 

l.Oe-53 

132 

73 

lAA-AMINO ACID HYDROLASE HOMOLOG 2 PRECURSOR >gi__9027 91 
(U23796) ILL2 [Arabidopsis thaliana] 

235003 

LIB3272-047-P1-K1-A6 

BLASTX 

g3868758 

423 

9.0e-42 

102 

76 

(D89802) elongation factor IB gamma [Oryza sativa] 



33996 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235004 

LIB3272-047-P1-K1-A7 

BL^STX 

g3395423 

300 

3.0e-27 

117 

56 

(AC004683) putative protein kinase [Arabidopsis thaliana] 
>gi_3786023 (AC005499) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235005 

LIB3272-047-P1-K1-A8 

BLASTX 

g3319882 

496 

3.0e-50 

101 

92 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



■Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



235006 

LIB3272-047-P1-K1-A9 

BLASTX 

gl709498 

506 

2.0e-51 

109 

83 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 



Seq. No. 


235007 


Seq. ID 


LIB3272-I 


Method 


BLASTX 


NCBI GI 


g2982331 


BLAST score 


578 


E value 


6.0e-60 


Match length 


118 


% identity 


97 


NCBI Description 


(AF05125 


Seq. No. 


235008 


Seq. ID 


LIB3272- 


Method 


BLASTX 


NCBI GI 


gl737492 


BLAST score 


407 


E value 


6.0e-40 


Match length 


103 


% identity 


82 


NCBI Description 


(U81318) 



-binding protein [Triticum aestivum] 



Seq. No. 235009 

33997 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. id' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-047-P1-K1-B2 

BLASTX 

g3126967 

146 

l.Oe-19 

83 

11 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
235010 

LIB3272-047-P1-K1-B3 

BLASTX 

g3386621 

514 

2.0e-52 

109 

91 

(AC004 665) unknown protein [Arabidopsis thaliana] 



235011 

LIB3272-04 7-P1-K1-B4 

BLASTX 

gl352316 

422 ' . 

l.Oe-41 

87 ^ 
92 * 

DRl PROTEIN HOMOLOG >gi_633026_db j__BAA07288_ 
[Arabidopsis thaliana] 



(D38110) Drl 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-235012 

LIB3272-047-P1-K1-B6 

BLASTX 

g3334115 

602 

9.0e-63 

126 

49 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235013 

LIB3272-047-P1-K1-B7 

BLASTX 

g2688824 

382 

6.0e-37 

103 

76 

{U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 
Seq. ID 
Method 



235014 

LIB3272-047-P1-K1-B8 
BLASTX 



33998 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' * 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4126401 
46a 

5.0e-47 

106 

85 

(AB011795) flavanone 3-hydroxylase [Citrus sinensis] 
235015 

LIB3272-047-P1-K1-B9 

BLASTX 

gl350956 

504 

3,0e-51 

106- 

93 

40S RIBOSOMAL PROTEIN S20 (S22) 
235016 

LIB3272-047-P1-K1-C1 

BLASTX 

g3885340 

166 

l.Oe-23 
90 

68 . 

(AC005623) unknown protein [Arabidopsis thaliana] 
235017 . 

LIB3272-047-P1-K1-C10 

BLASTX 

gll70938 

495 

3.0e-50 

99 

92 

-S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_481566_pir S38875 methionine adenosyltransf erase (EC 

2.5.1,6) --tomato ->gi_4 2910 6_emb_CAA8 08 66_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235018 

LIB3272-047-P1-K1-C11 

BLASTX 

g3868758 

418 

4.0e-41 

101 

75 

(D89802) elongation factor IB gamma [Oryza sativa] 
235019 

LIB3272-047-P1-K1-C12 

BLASTX 

gl903364 

362 



33999 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-35 

100 

70 

(AC000104) EST gb_T45093 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235020 

LIB3272-047-P1-K1-C2 

BLASTX 

g4455169 

306 

4.0e-28 

116 

53 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



235021 

LIB3272-047-P1-K1-C3 

BLASTX 

gll66450 

295 

l.Oe-26 

63 

84 

(X95262) Tfm5 [Lycopersicon esculentum] 
235022 

LIB3272-047-P1-K1-C7 

BLASTX 

g3183207 

371 

l.Oe-35 

119 

55 

HYPOTHETICAL PROTEIN KIAA0017 >gi_285999_dbj BAA02805 
(D13642) KIAA0017 [Homo sapiens] 

235023 

LIB3272-047-P1-K1-C8 

BLASTX 

g2244979 

402 

3.0e-39 

118 

68 

(Z9734 0) similarity to enoyl-CoA . hydratase [Arabidopsis 
thaliana] 

235024 

LIB3272-047-P1-K1-D12 

BLASTX 

gll72995 

213 

4.0e-17 

89 

51 



34000 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.60S RIBOSOMAL PROTEIN L22 >gi__1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_einb_CAA55204_ {X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

235025 

LIB3272-047-P1-K1-D2 

BLASTX 

g549063 

336 

2.0e-31 

105 

64 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG '(TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

235026 

LIB3272-047-P1-K1-D3 

BLASTX 

g2286153 

538 

3.0e-55 

109 

99 

(AF007581)-- cytoplasmic malate dehydrogenase [Zea mays] 
235027 

LIB3272-047-P1-K1-D4 

BLASTX 

g3738302 

351 

3.0e-33 

123 

54 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
'>gi_4249398 (AC006072) f)utative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 235028 

Seq. ID LIB3272-047-P1-K1-D5 

Method BLASTX 

NCBI GI g231536 

BLAST score 314 

E value 5.0e-29 

Match length 95 

% identity 67 

NCBI Description CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 

(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidase 

(EC 3.4.11.1) - Arabidopsis thaliana 

>gi_16394__emb_CAA4 5040_ (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



34001 



Seq. No. 


235029 


Seq. ID 


LIB3272-047-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score 


554 


R 1 lie 


4 . Oe-57 


M;^1"f^h lenci1"h 


112 


% identity 


99 


NCBT Descriotion 


(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 


Seq. No. 


235030 


Seq. ID 


LIB3272-047-P1-K1-D7 


Method 


.BLASTX 


NCBI GI 


• gl864017 


BLAST score 


313 


E value 


4 . Oe-55 


Match lenath 


123 


% identity 


89 


NPRT np*?cr i ot 1 on 


(D63396) elongation factor~l alpha [Nicotiana tabacum] 


Seq. No. 


235031 


Seq. ID 


LIB32 72-04 7-P1-K1-D8 


Mpt hnd 


BLASTX 


NCBI GI 


a3024020 


BLAST score 


498 


E value 


l.Oe-50 


MalT'h le^nnth 


104 




89 


MP'RT n^^f^Ti iTi't" 1 on 

L>l i_/ J. L</ ^ O V_r J- -L -I- Nif' 1 1 


INITIATION FACTOR 5A-3 fEIF-5A) fEIF-4D) 




>ai 2225881 dbi BAA20877 (AB004824 ) eukarvotic initiat 




"FaptoT" SA*^ rSnl anum tuhero^^uiTil 


Sea No 


235032 


Seq. ID 


LIB3272-04 7-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4128197 


BLAST score ' 


172 


F. valiip 


3 . Oe-14 




65 


% identitv 


62 


NPRT Dp^^pti r>t "i f>n 


ftJ7S?7^1 acvl —Co A bindincr orotein T ArahidoDS is thaliana 


Seq. No. 


235033 


Seq. ID 


LIB3272-047-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl313972 


BLAST score 


294 


E value 


l.Oe-26 


Match lenoth 


118 


% identitv 


53 


MPRT npcinr"! ni" 1 on 




Seq. No. 


235034 


Seq. ID 


LIB3272-047-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2935298 


BLAST score 


622 



34002 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



4.0e-65 

125 

98 

(AF03804 5) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 

235035 

LIB3272-047-P1-K1-E2 

BLASTX 

g2662310 

363 

l.Oe-34 

113 

62 

(AB009307) bpwl [Hordeum vulgare] 
235036 

LIB3272-047-P1-K1-E3 

BLASTX 

gl710401 

532 

2.0e-54 

114 

87 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTI'DE REDUCTASE 
>gi_1044 912_emb_CAA63194_ 
R2 [Nicotiana tabacum] 



(R2 SUBUNIT) 

X92443) ribonucleotide reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235037 ' 

LIB3272-047-P1-K1-E4 ^ 

BLASTX 

g2695711 

395 

2.0e-38 

116 

60 

(AJ001370) cytochome b5 tOlea europaea] 
235038 

LIB3272^04 7-P1-K1-E5 

BLASTX 

g2980770 

324 

4.0e-30 

126 

56 

{AL022198) putative protein kinase [Arabidopsis. thaliana] 
235039 

LIB3272-04 7-P1-K1-E7 

BLASTX 

g3445207 

160 

7.0e-ll 

93 

42 



34003 



NCBI Description (AC004786) unknown protein (Arabidopsis thaliana] 



Seq,. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq,. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



. 235040 • ■ ■ 

LIB3272-047-P1-K1-E9 
BLASTX 
g2980793 
479 

3.0e-48 

123 

72 

(AL022197) putative protein [Arabidopsis tha-M'ana] 
235041 

LIB3272-047-P1-K1-F11 

BLASTX 

g508304 

234 

l.Oe-19 

56 
79 

(L22305) core [Medicago sativa] 
235042 

LIB3272-047-P1-K1-F12 

BLASTX 

g3694872 

415 

8.0e-41 
102 

77 " 
(AF092547) profilin [Ricinus conununis] 

235043 

LIB3272-047-P1-K1-F2 

BLASTX 

gl531672 

630 

4.0e-66 

120 

97 

(U68461) actin [Striga asiatica] 
235044 

LIB3272-047-P1-K1-F6 

BLASTX 

gll2972 

451 

5.0e-45 

128 

70 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 
>gi_167546 {.M92660) aspartate aminotransferase [Daucus 

carota] >gi_445587_prf 1909339A Asp aminotransferase 

[Daucus carota] 

235045 

LIB3272-047-P1-K1-F7 



34004 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3421123 

437 

2.0e-43 

94 

86 

(AF043538) 
thaliana] 



20S proteasome beta subunit PBGl [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



235046 

LIB3272-047-P1-K1-G10 

BLASTX 

gl25887 

171 

2.0e-12 

93 

44 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092__pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ {X15855) LAT52 [Lycopersicon 
esculentum] 

235047 

LIB3272-047-P1-K1-G12 

BLASTX 

g484656 

5 69 

7.0e-59 

125 

88 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi_452165_dbj_BAA05408_ (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

235048 

LIB3272-047-P1-K1-G3 " 

BLASTX 

g2984709 

416 *" ' 

6.0e-41 

83 

93 

(AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 
235049 

■LIB3272-047-P1-K1-G4 

BLASTX 

g4490705 

508 

l.Oe-51 

113 

89 

(AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 

235050 

LIB3272-04 7-P1-K1-G6 



34005 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

gll70747 

285 

l.Oe-25 

70- 

81 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_16734 5 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 



235051 
LIB327 
BLASTX 
g32490 
457 

l.Oe-4 

123 

74 

(AC004 
gb_984 
gene 



2-047-Pl-Kl-Hl 

66 

5 



473) Similar to S. cerevisiae SIKIP protein 

964 . ESTs gb_F15433 and gb__AA395158 come from this 

[Arabidopsis thaliana] 



235052 

LIB3272-047-P1-K1-H10 

BLASTX 

g3219269 

590 

2.0e-61 

126 

88 

(AB015314) MAP kinase kinase 3 



[Arabidopsis thaliana] 



235053 

LIB3272-047-P1-K1-H12 

BLASTX 

g4193388 

220 

3.0e-18 

52 
85 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

235054 

LIB3272-047-P1-K1-H4 

BLASTX 

g4530585 

357 

5.0e-34 

85 

74 

(AF130978) B12D protein [Ipomoea batatas] 
.235055 

LIB3272-04 7-P1-K1-H5 
BLASTX 



34006 



NCBI GI 


gl67367 


BLAST score 


461 


E value 


3.0e-46 


Match le^ncrth 


120 


% identity 


75 


NCBI Descriot ion 


(L08199) oeroxidase 


Seq. No. 


235056 


Seq. ID 


LIB3272-047-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl922938 


BLAST score 


189 - 


E value 


2 .Oe-14 


Match length 


105 


% identitv 


39 


NCBI Description 


(AC000106) Similar ti 




C07A9.11 (ah Z29094) 


Seq. No. 


235057 


Seq. ID 


LIB3272-047-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl.332579 


BLAST score 


420 


E valup 

1«J V ^ 


4 . Oe-45 


Mat ph 1 pncrt h 


107 


% identity 


9 ' 


NPRT Dp c'r'T "i Dt 1 on 


-fX9fi063^ nolvubianit 


Seq. No. 


235058 


Seq. ID 


LIB32 72-04 8-Pl-Kl-Al 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


197 


E value 


2.0e-15 


Match length 


77 


% identity 


52 


NCBI Description 


ELONGATION FACTOR 1 ] 



[Arabidopsis thaliana] 



BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - -irice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235059 

LIB3272-048-P1-K1-A10 

BLASTX 

gl353193 

175 

9.0e-13 

100 

45 

0-METHYLTRANSFERASE ZRP4 (OMT) >gi_542186_pir JQ2268 

0-methyltransf erase (EC 2.1.1.-) - maize >gi_404070 
(L14063) 0-methyltransf erase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



235060 

LIB32727048-P1-K1-A12 

BLASTX 

g2499945 



34007 



biiAoi score 


4 J4 


E vslue 


0 . ue~4 J 


Match length 




% identity 


DO 


NCBI Description 


URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 




PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 




ulL-akoUa iiiAotj >gi iu/djdj pir o^d^^u orouane 




pnospnoriDosyitransrerase (bu <i.4.z.iu; / 




orotidine-5 ' -phosphate decarboxylase (EC 4.1.1,23) - 




AraDiuopsis tnaiiana -^gi hhjolo eiiiD uiirt.ouoi3D vA/iofiz; 




pyrE— F [Arabidopsis thaliana] 


oeq. NO. 


^ jOVJ O J. 


oeq. lU 




Method 


BLASTX 


NCBI GI 


g2244835 


BLAST score 


oUl 


E value 


1 . UB~Z 1 


Match length 




% identity 


CO 


NCBI Description 


(Z97337) protein kinase hoiuolog [Arabidopsis thaliana] 


beq . iNO . 




C « « TP* 

beq. lu 


LtloJz /^i-U^o-fl-lxl-AD 


Method 


T~» T TV omv 

BLASTX 


NCBI GI 


gl J4o /o / 


BLAST score 


543 


E value 


9.0e-56 


Match length 


luy 


% identity 


94 


NCBI Description 


CHALCONE SYNTHASE z (NARINGENIN-CHALCONE SYNTHASE Z) 


>gi oD/yj/ oDj bAAUoD4i (UZDoy4j cnaicone syncnase 




[Camellia sinensis] 


oeq. NO. 




Seq. ID 


LIBJ^ /^-U4 y-Pi-Ki-Ay 


Metnoa 


rJliAoiX 


NCBI GI 


g2826882 


BLAST score 


431 


E value 


1 . ue— 4^ 


Matcn lengtn 


yu 


% Identity 


y^: 


NLbi uescripuion 


(AJ223634) transcription factor IIA small subunit 




[Arabidopsis thaliana] 


oeq . NO . _ 




oeq . lu 




Method 


BLASTX 


NCBI GI 


g4415936 


oiiAoi score 


i 4 D 


ill Vd-LUc 




Match length 


78 


% identity 


51 


NCBI Description 


(AC006418) unknown protein [Arabidopsis thaliana] 


Seq. No. 


235065 


Seq. ID 


LIB3272-048-P1-K1-B11 



34008 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3386615 

496 

3.0e-50 

117 

83 

{AC004 665) putative phosphomannomutase [Arabidopsis 
thaliana] 



Seq. No. 


o Q c n c c 


o « T r\ 

bec5- J-U 


T 7^5*^97 9 — 0 4 fl —PI — Pfl — Rl 9 


Metnod 


TjT TV OrpY 






BLAST score 


506 


E value 


2.0e-51 


Match length 


113 


% identity 


84 


NCBI Description 


{AB012947) vcCyP [Vicia faba] 


Seq. No. 


235067 


Seq. ID 


LIB3272-048-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll72555 


BLAST score 


493 


E value 


5.0e-50 


Match length 


111 


% identity 


85 


NCBI Description 


34 KD OUTER MITOCHONDRIAL MEMBRANE 



Seq. No. 

Seq. ID 

Method . 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

(POM 34) >gi_629720_pir S46936 34K porin - potato 

>gi_1076682_pir ^A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_ertib_CAA56599_ (X80386) 34 kDA 
porin [Solanum tuberosiam] 

235068 

LIB3272-048-P1-K1-B3 

BLASTX 

gl256259 

314 

4.0e-31 

102 

72 

(U50900) voltage-dependent anion channel protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



235069 

LIB3272-048-P1-K1-B6 

BLASTX 

g4063746 

505 

3.0e-51 

118 

78 

(AC005851) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



235070 

LIB3272-048-P1-K1-C1 



34009 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129648 

148 

l.Oe-09 

126 

43 

MYB-related protein 33, 3K 
'>gi_1263095_ertib_CAA90809_ 
[Arabidopsis thaliana] 



- Arabidopsis thaliana 
(Z54136) MYB-related protein 



235071 

LIB3272-048-P1-K1-C10 

BLASTX 

g585272 

565 

2.0e-58 

122 

89 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 
>gi_20835_emb_CAA38536_ (X54739) HSP70 [Pisum sativum] 

235072 

LIB3272-048-P1-K1-C2 

BLASTX 

gl709498 

141 

3.0e-09 . 

36 

72 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

235073 

LIB3272-048-P1-K1-C3 

BLASTX 

gll73187 

443 

3.0e-44 

92 

91 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 {U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

235074 

LIB3272-048-P1-K1-C8 

BLASTX 

gl703292 

303 

4.0e-28 

72 

81 

HIGH AFFINITY AMMONIUM TRANSPORTER >gi_551219_emb_CAA53473 
(X75879) amtl [Arabidopsis thaliana] 



34010 





Corf Mn 






Seq. ID 


LIB3272-048-P1-K1-D11 




Method 


BLASTX 












J J ^ 




Cj V d J. Lie 






Ma "f" (^H 1 onrr+"H 


132 












^/TLOVyU O J*i W y liy L. lie L. X ^XL/L.C?X11 ^ nX CLiM^XIwiO^O X O L. IICI X X CLl Id J 




C ^ • IN W • 


235076 




Seq. ID 


LIB3272-048-P1-K1-D12 




Method 


BLASTX 




MpOT r-T 


fi?36<5714 

y^,^U^/X*i 




DJjriol scuxe 


D J X 




E vslue 


^ • Utr DO 




1*10.1.011 XCll^ L.li 


X ^ ^ 


PI 


^ icierit.iuy 


Q4 

-7 *i 




INOOX Uci>L*X i^UXUll 


\£j^tXf\j/ cxL^iiya.L.xi_<'ii XOOL.WX £. i^oeuci vLixycixxoj 


~ - 

03 


oeq . iNO > 


^ 3DKJ / f 




oeq. lu 


XjXDO^ / ^ U fi O t X IVX L-'*i 




Method 


BLASTX 




NCBI GI- 


g629806 






D U V " 


" 

y ^ 


cj vaxue 


9 Ho— f^9 
^ ■ ue DZ 


c 


Match length 


1 X D 




^ xuciiLXcy 


Q4 


H 


lnodx uescxipuxon 


L-Lil^LLXXll Ueud OildXli XXOC >^\^J- 117.^/'^ J dLUL> Onn<J ^ y J. £. \/\.l^-J\Jlf 






Oeua UUDLlXXn LL/xyZa oaLXVclJ 


\^ 


o 6 q • In O , 




o 


oeq • X u 


T TR'^979-n4ft-Pl-K'1 -Hf! 

XjXOO^ / \J *i O It X IXX L/U 








o 


NCBI GI 


g2827559 




BLAST score 


160 




P TTa 1 1 1 O 
Hj V CL X Lit^ 


/ ■ v e X X 




rid-Lcn xeny L.n 


4 9 




4- T £^ 1** 4- "1 4* 1 7 

% xaenL.XT,y 


7 1 
/ X 




LNV^OX L/C O OX X^ U X Wl 1 


^AT. 09163^1 nre*(iir'1"pd nrotpin f ATabidoDsis thalianal 






">rri '^9Q9ftnR omh rAAlQ7Qfi f AT. 0310181 nnta-t-ivp nro1-p-in 






rZ\T~ialTi<Hor^ci c "HHal n anal 
[ M.X a.UXLI(jpo X o U lid X X dl Id J 




Seq . No . 


235079 




Seq. ID 


LIB3272-048-P1-K1-D7 




Method 


BLASTX 




IN O D X W X 


a3603456 






SI 1 

^ X X 




E value 






Match length 


105 




% identity 


30 




NCBI Description 


(AF088848) polyubiquitin [Capsicum chinense] 




Seq. No. 


235080 




Seq. ID 


LIB3272-048-P1-K1-D9 




Method 


BLASTX 



34011 



NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



g4539399 
593 

l.Oe-61 

118 

91 

(AL035526) 
thaliana] 



ras-like GTP-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235081 

LIB3272-048-P1-K1-E11 

BLASTX 

g2894599 

460 

5.0e-46 

104 

80 

(AL021889) putative protein [Arabidopsis thaliana] 
235082 

LIB3272-048-P1-K1-E12 

BLASTX. 

gll73187 

102 

2.0e-09 

71 

56 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

235083 

LIB3272-048-P1-K1-E2 

BLASTX 

g3924597 

167 

9.0e-12 

78 

44 

(AF0694 42) putative oxidoreductase [Arabidopsis thaliana] 



235084 

LIB3272-048-P1-K1-E5 

BLASTX 

gl491776 

245 

'6.0e-21 

71 

68 

(M37636) cationic peroxidase 



[Arachis hypogaea] 



235085 

LIB3272-048-P1-K1-E6 

BLASTX 

g3851636 

408 

6.0e-40 



34012 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



93 
82 

(AF098519) unknown [Avicennia marina] >gi_4128206 

(AF056316) 40S ribosome protein S7 [Avicennia marina] 

235086 

LIB3272-048-P1-K1-E9 

BLASTX 

gl076660 

229 

6.0e-19 

47 

89 

D13F(MYBST1) protein - potato >gi_78 6426_bbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

235087 

LIB3272-048-P1-K1-F1 

BLASTX 

g3643609 

429 

2.0e"42 

133 c . 

65 

{AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

235088 

LIB3272-048-P1-K1-F12 

BLASTX 

g417060 

522 

2.0e-53 

103 

92 

GLUTAMINE SYNTHETASE NODULE ISOZYME (GLUTAMATE — AMMONIA 
LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitif olia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitif olia] 

235089 

LIB3272-04 8-P1-K1-F2 

BLASTX 

g2388575 

166 

l.Oe-11 

97 

37 

(AC000098) YUP8H12.18 [Arabidopsis thaliana] 
235090 

LIB3272-048-P1-K1-F6 ' 

BLASTX* 

g3367522 

482 



34013 



LJ V CI X uc 


X ■ *4 O 


MatT'h 1 pnrrt*h 


135 

X -J -J 


ft '■iHpn'hi'hv 

o -LUCl 1 L> X y 




NCBI Description 


(ACG04392) EST ob T04691 comes frnm thi 

uiicixxaiia j 


Sea No 


235091 


Seq. ID 


LIB3272-048-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3738315 


BLAST score 


274 




3 . Oe-24 




130 


% identitv 


45 


LNV^OX O OX X^ U XV,^il 


^■riV^UUJX f^f UiliviUJWll ^xULtSiXl |. nx a.iJXU.OpS J. S 


Sea No 


235092 


Seq. ID 


LIB3272-04 8-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl31770. 


BLAST score 


386 


E value 


2.0e-37 


Match length 


105 


% identity - 


67 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL 



(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb__CAA29844_ (X06636) rpl024 protein 
[Dictyosteliiam discoideum] 



Seq. No. 


235093 


Seq. ID 


LIB3272-048-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


516 


E value 


l.Oe-52 


Match length 


105 


% identity 


92 


NCBI Description 


(AF085275) DnaJ protein [Hevea brasiliensis] 


Seq. No. 


235094 


Seq. ID 


LIB3272-048-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


445 


E. value 


2.0e-44 


Match length 


91 


% identity 


97 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 


Seq. No. 


235095 


Seq. ID 


LIB3272-048-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3643609 


BLAST score 


377 


E value 


3.0e-36 


Match length 


134 



34014 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

235096 

LIB3272-048-P1-K1-G3 
BLASTX 
g464986 
405 

l.Oe-39 
78 
95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 {L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235097 

LIB3272-04 8-P1-K1-G4 
BLASTX ' 
g3024020 
'-627 
l.Oe-65 

125 ^ • 

94 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235098 

LIB3272-04 8-P1-K1-G7 

BLASTX 

g3786016 

326 

2.0e-30 

131 

55 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



235099 

LIB3272-048-P1-K1-G9 

BLASTX 

g3901014 

235 

l.Oe-19 

55 

76 

(AJ130886) 
sylvatica] 



metallothionein-like protein class II [Fagus 



34015 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235100 

LIB3272-048-P1-K1-H2 

BLASTX 

g2244835 

239 

4.0e-20 

69 

70 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
235101 

LIB3272-048-P1-K1-H3 

BLASTX 

g4432860 

326 

2.0e-30 

109 

61 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235102 

LIB3272-048-P1-K1-H4 

BLASTX 

g2961372 

283 

2.0e-32 

77 

88 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_einb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



235103 

LIB3272-048-P1-K1-H8 

BLASTX 

gl657948 

560 

9.0e-58 

124 

87 

(U734 66) MipC [Mesembryanthemum crystallinum] 
235104 

LIB3272-04 9-P1-K1-A1 

BLASTX 

g2500376 

522 

2.0e-53 

108 

94 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD14 4 94 
(AC005508) 23552 [Arabidopsis thaliana] • 

235105 

LIB3272-04 9-P1-K1-A10 



34016 



Method 


OT TV OTV 






dLiAoI score 


^ y 0 


E value 


l.Oe-26 


Match length 


72 


i T A ^ 1 ^ t T 

16 iaencxuy 


ftp 


NCBI Description 


T aTTT FMRR vnriPMPQT <5 aRriNDANT PROTFTM T.PAS — H >rr-i 1fi7'^4Q 


ViYiOoo^j/ laue cnujiyuytsiicoxo aiJuiKJiciriL pxcjuc^^ii |_k3(jooypxuiu 




1 1 X X o u L. ULiii J >^yx X\j/<j<jx \xiwxxu£i^ xctivC? c^iiix^x ywyv7iiCoxo a^uiiuciiii.. 




UxULcXIl 1^ OvJooy^X Uill ilXX O U L. Lull J 


C ^ KT*^ 

oeq • INO • 


£^ ^ -J \i 


c^i/^ T n 
beq. lU 


IjXDO^/^ ITX I\X e\^c. 


Method 


BLASTX 


NCBI GI 


g2695711 


oJLiAo 1 score 


J 1 1 


tj vaxue 


X • U C ^ o 


MaLcn xengun 




^ T /f?k ^ 1 ^ t y 

^ laent-iLy 


ft 9 


nudX uescripuion 


^riU L/ U JL O / U / Cy HJOilUlUe JJJ L^Xca trUXw^atJdJ 


oeq . iNo . 


C. O ^ JL\J 1 


beg. lu 


T TR'^979 — 04 Q— Pi — — A"^ 


Method 


BLAS-TX • 


NCBI GI 


g2924518 


tJijAb i score 


X 0 o 


E value 


1 • ue 1 1 


Matcn lengtn 


inn 

lUU 


% identity 




NCBI Description 


\i\ljUZZ.\J^^ ) pUUauxVe pxOuein L/\xaXJXU.OpoXo LllaXXallcl J 


b 6 g • IN t) . 


9 Oft 

^ J ^ J. \J o 


beg. lu 


T TR'^979 — n4Q — Pi — Tfl — A4 


Method 


■DT Z\QTV 
Dljrib I A 


NCBI GI 


gl928981 


BLAST score 


521 ^ 


E value 


n — CL Q 

o . ue 0 J 


Match length 


1 1 7 
1 1 J 


% identity 


Q9 


KT X3 T r\ o /*» V* T +" T 

WL/JDi. uescr ipt. ioii 


\\jj^\j^j.f L.L/X l^^X Ct O L. XilL-XXllOXO ^XV^UCXll i^WK/ ± ^ C £^ \J J. U J_ CU O -1. 




Oxexa.(_cci Vcix . UU Ux y l_ X o J 


O C ^ • IN U • 


9^^1 DQ 

^ ^ .J X u ^ 




T.TR'^979-n4Q-P1-Kl-AS 


lYie unoa 


RT AQTY 


NCBI GI 


g3337356 


B.LAST score 


431 . 




1 n p - 4 9 


jxiatcn lengm 


ft 4 


% identity 






(AC004481) putative protein transport protein SEC61 alpha 




subunit [Arabidopsis thaliana] 


Seg. No. 


235110 


Seg. ID 


LIB3272-04 9-P1-K1-A6 


Method 


BLASTX 


•NCBI GI 


g2130149 



-34017 



BLAST score 658 
E value 3.0e-69 
Match length 127 
% identity 99 

NCBI Description translation elongation factor eEF-1 alpha chain - maize 

( fragment ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235111 

LIB3272-049-P1-K1-A7 

BLASTX 

gl519680 

167 

l.Oe-11 

127 

31 

(U67953) contains similarity to C3HC4-class zinc 
(PS:PS00518) [Caenorhabditis elegans] 



finger 



beq. NO. 


O T tr 1 1 o 


beq. lu 


LiLdJ^ / Z — U ^ y ""r ±""J\1— /\o 


LYie unoQ 






gi oy y u 




*± \j ^ 


E ' value 


2.0e-39 


Match length 


128 


% identity 


59 


NCBI Description 


(M92090) beta-amylase [Glycine max] 


Seq. No, 


235113 


Seq. ID 


LIB3272-04 9-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl888485 


BLAST score 


435 


E value 


4.0e-43 


Match length 


98 


% identity 


83 


NCBI Description 


{Y11749) dihydrof lavonol 4-reductase [Vitis vinifera] 


Seq. No.' 


235114 


Seq. ID 


LIB3272-04 9-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3643609 


BLAST score 


414 


E value 


l.Oe-40 


Match length 


126 


% identity 


67 


NCBI Description 


{AC005395) putative Cys3His zinc finger protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235115 

LIB3272-04 9-P1-K1-B2 

BLASTX 

g2829133 

148 

2.0e-09 

102 

35 



34018 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
..Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(AF043351 ) adenosine-5 ' -phosphosulfate-kinase [Arabidopsi 
thaliana] >gi_44 90745_emb_CAB38907 . 1_ (AL035708) 
adenosine-5 '-phosphosulfate-kinase [Arabidopsis thaliana] 

235116 

LIB3272-04 9-P1-K1-B3 

BLASTX 

g629483 

309 

2.0e-28 

115 

56 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ {X77601) 1 Sc-3 [Septula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

235117 

LIB3272-04 9-P1-K1-B6 

BLASTX 

g3928099 

272 

5.0e-24 

122 

24 

{AC005770) unknown protein [Arabidopsis thaliana] 
235118 

LIB3272-04 9-P1-K1-B9 

BLASTX 

g2462746 

503 

4.0e-51 

112 

84 

{AC002292) 
thaliana] 



Similar. to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235119 

LIB3272-04 9-P1-K1-C10 

BLASTX 

g3860259 

212 

5.0e-17 

112 

45 

(AC005824) unknown protein [Arabidopsis thaliana] 
235120 

LIB3272-04 9-P1-K1-C11 

BLASTX 

g462195 

453 

3.0e-45 

94 

94 

PROTEIN TRANSLATION FACTOR SQIl HOMOLOG (G0S2 PROTEIN) 



34019 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 
Seq. ID 



>gi_100682jpir S21636 G0S2 protein - rice 

>gi_20238_einb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

235121 

LIB3272-04 9-P1-K1-C2 

BLASTX 

gll70747 

318 

-2.0e-29 
65 
100 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 {M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

235122 

LIB3272-04 9-P1-K1-C5 

BLASTX 

g3643609 

414 . 

l.Oe-40 

126 

67 

{AC005395) putative Cys3His zinc finger protein 
[Arabidopsis t-haliana] 

235123 

LIB3272-04 9-P1-K1-C6 

BLASTX 

g2500354 

573 

2.0e-59 

110 

95 

60S RIBOSOMAL PROTEIN LIO (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

235124 

LIB3272-04 9-P1-K1-C8 

BLASTX 

g2507300 

402 

3.0e-39 

99 

76 

ACTIVATOR 1 40 KD SUBUNIT (REPLICATION FACTOR C 40 KD 
SUBUNIT) {Al 40 KD SUBUNIT) (RF-C 40 KD SUBUNIT) (RFC40) 
>gi_1590811 (M87338) replication factor C, 40-kDa subunit 
[Homo sapiens] >gi_2914760 (AF045555) replication factor C 
subunit 2 [Homo sapiens] >gi_4506487__ref_NP_002905 . l_pRFC2_ 
replication factor C (activator 1) 2 (40kD) 

235125 

LIB3272-04 9-P1-K1-D10 



34020 



Method 

NCBI GI 

BLAST SGore 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3738308 

373 

7.0e-36 

116 

65 

(AC005309) unknown protein [Arabidopsis thaliana] 
235126 

LIB3272-04 9-P1-K1-D11 

BLASTX 

gl362103 

560 

8.0e-58 

126 

83 

ubiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

235127 

LIB3272-04 9-P1-K1-D2 

BLASTX 

g4510430 

495, 

4.0e-50 

102 

86 

(AC006929) unknown protein, 3* partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235128 

LIB3272-04 9-P1-K1-D3 

BLASTX 

gll70747 

309 

2.0e-28 

74 

82 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi__167345 
(M88324) late embryogenesis -abundant protein [Gossypium 
hirsutum] >gi__167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

235129 

LIB3272-04 9-P1-K1-D4 

BLASTX 

gl053063 

600 

2.0e-62 

129 

89 

(U384 64) small GTP-binding protein [Solanum lycopersicum] 



Seq. No, 
Seq. ID 
Method 



235130 

LIB3272-04 9-P1-K1-D6 
BLASTX 



34021 



NCBl GI 


g4406816 


BLAST score 


576 


E value 


l.Oe-59 


Match length 


114 


% identity 


93 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana 


Seq. No. 


235131 


Seq. ID 


LIB3272-04 9-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl488043 


BLAST score 


255 


E value 


5.0e-22 


Match length 


80 


% identity 


68 


NCBI Description 


(U63784) PAPS-reductase-like protein [Catharanthus roseus 


Seq. No. 


235132 


Seq. ID 


LIB3272-04 9-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


514 


E value 


2.0e-52 


Match length 


119 . 


% identity 


85 ■ . 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutuiti] 


Seq. No. 


235133 


Seq. ID 


LiB3272-04 9-Pl-Kl-D9 


Method 


BLASTX 


NCBI GI - 


g3738257 


BLAST score 


505 


E value 


2,0e-51 


Match length 


107 


% identity 


93 


NCBI Description 


{AB018410) cytosolic phosphoglycerate kinase 1 [Populus 




nigra] 



Seq. No. 


235134 


Seq. ID 


LIB3272-04 9-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


608 


E value 


2.0e-63 


Match length 


129 


% identity 


91 


NCBI Description 


(AF067184) aquaporin 1 [Samanea saitian] 


Seq. No. 


235135 


Seq. ID 


LIB3272-04 9-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl350783 


BLAST score 


357 


E value 


5.0e-34 


Match length 


111 


% identity 


63 


NCBI Description 


RECEPTOR-LIKE PROTEIN.. KINASE 5 PRECURSOR 



34022 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660r 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_28424 92_einb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

235136 

LIB3272-04 9-P1-K1-E11 

BLASTX 

g3169182 

313 

7.0e-29 

78 

76 

(ACOO4 4 01) unknown protein [Arabidopsis thaliana] 
235137 

LIB3272-04 9-P1-K1-E12 

BLASTX 

gll73256 

.535 

'7.0e-55 
108 
94 

40S RIBOSOMAL PROTEIN S4 >gi_6294 ?6_pir_S45026 ribosomal 
protein S4 - upland cotton >gi_4 8'87 39_einb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

235138 

LIB3272-04 9-P1-K1-E2 

BLASTX 

g3281861 

216 

2.0e-17 

107 

44 

(AL031004) putative protein [Arabidopsis thaliana] 
235139 

LIB3272-04 9-P1-K1-E4 

BLASTX 

g543905 

427 

3.0e-42 

103 

82 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

235140 

LIB3272-049-P1-K1-E5 

BLASTX 

gl00525 

573 

2.0e-59 
115 



34023 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi_18803_emb_CAA40323_ {X57003) polyubiquitin protein 
[Helianthus annuus] 

235141 

LIB3272-04 9-P1-K1-E8 

BLASTX 

g2288887 

426 

4 .Oe-42 

94 

85 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb__CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 {AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

235142 

LIB3272-04 9-P1-K1-F5 

BLASTX 

g3080442 

405 

A-.0e-39 
102 

69 - 

{AL022605) putative protein [Arabidopsis thaliana] 
23514:^ 

LIB3272-049-P1-K1-F6 

BLASTX 

g4006829 

163 

3.0e-ll 
91 

47 • . 

(ACQ05970) putative protein kinase [Arabidopsis thaliana] 
235144 

LIB3272-04 9-P1-K1-F7 

BLASTX 

g54906G 

376 

3.0e-36 

95 

78 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-l-ETA) (CCT-ETA) 

>gi_631656_pir S43058 CCTeta protein eta chain - mouse 

>gi_4 68504_emb_CAA83274_ (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235145 

LIB3272-049-P1-K1- 

BLASTX 

g4580460 

454 



F8 



34024 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST* score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% . identity 



2.0e-45 
118 

-^80 

{AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

235146 

LIB3272-04 9-P1-K1-F9 

BLASTX 

gll73256 

567 

l.Oe-58 

108 

100 

4 OS RIBOSOMAL PROTEIN S4 >gi_629496_pir S4 5026 ribosomal 

protein S4 - upland cotton >gi_4887 39_emb_CAA55882_ 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

235147 

LIB3272-04 9-P1-K1-G1 

BLASTX 

gl657948 

538 ...... 

3.0e-55 - ' ■ 

117 

89 

(U734 66) MipC [Mesembryanthemim crystallinum] 
235148 

LIB3272-049-P1-K1-G7 

BLASTX 

gl495366 

424 

7.0e-42 

89 

83 

(Z69370) nitrite transporter [Cucumis sativus] 
235149 

LIB3272-04 9-P1-K1-G8 

BLASTX 

g3549691 

431 

l.Oe-42 

98 

73 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 
235150 

LIB3272-04 9-P1-K1-H10 

BLASTX 

g4210948 

481 

2.0e-48 

100 

92 



34025 



NCBI Description 



(AF085275) DnaJ protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ^, . 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235151 

LIB3272-04 9-P1-K1-H2 

BLASTX 

gll66450 

302 

l.Oe-27 

66 

82 

(X95262) Tfm5 [Lycopersicon esculentum] 
235152 

LIB3272-049-P1-K1-H3 

BLASTX 

g2160166 

265 

3.0e-23 

118 

56 

(AC000132) No definition line found [Arabidopsis thaliana] 
235153 

LIB3272-049-P1-K1-H5 

BLASTX 

g4006881 

161 - 

5.0e-ll 

99 

40 

(Z99707) putative protein [Arabidopsis thaliana] 
235154 

LIB3272-04 9-P1-K1-H7 

BLASTX 

g40565Q6 

230 

4.0e-19 

118 

39 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
235155 

LIB3272-04 9-P1-K1-H9 

BLASTX 

g2914706 

144 

5.0e-09 

80 

44 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
235156 

LIB3272-050-P1-K1-A11 

BLASTX 

gll72597 

226 



34026 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score'' 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 



l.Oe-18 

47 

91 

WOUND-INDUCED BASIC PROTEIN >gi_81888_pir JS0731 

wound-inducible basic protein - kidney bean >gi_l 69365 

(L00625) basic protein [Phaseolus vulgaris] 
>gi_217989_dbj_BAA02299_ (D12914) 5 . 8 kb basic protein 

[Phaseolus vulgaris] 

235157 

LIB3272-050-P1-K1-A12 

BLASTX 

g3123271 

4 53 - 

3.0e-45 

105 

82 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA7 4381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

235158 

LIB3272-050-P1-K1-A3 

BLASTX 

gll55261 

523 • 

2.0e-53 - 

118 

86 

(U4 0217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 

235159 

LIB3272-050-P1-K1-A5 

BLASTX 

g3687237 

349 

4.0e-33 

117 

62 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

235160 

LIB3272-050-P1-K1-A9 

BLASTX 

gl928981 

527 ' 

6.0e-54 

114 

92 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 



Seq. No.^ 
Seq. ID 
Method 
NCBI GI 



235161 

LIB3272-050-P1-K1-B10 

BLASTX 

g2501578 



34027 



BLAST score ' 
E value 
Match length 
% identity 
NCBI Description 



232 

2,0e-19 

102 

53 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235162 

LIB3272-050-P1-K1-B11 

BLASTX 

g3461837 

316 

3.0e-29 

94 

64 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 {AC005727) expansin AtEx6 [Arabidopsis 
thaliana] 



,Seq. No. 


235163 


Seq. ID 


LIB3272-050-P1-K1-B2 


Method 


BLASTX - - ^ 


NCBI GI 


gll07526 


BLAST score 


408 


E value 


5.0e-40 


Match length 


103 


% identity 


75 


NCBI Description 


(X87931) SIEPIL protein [Beta vulgaris] 


Seq. No. 


235164 


Seq. ID 


LIB3272-050-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl922938 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


93 


% identity 


45 


NCBI Description 


(AC000106) Similar to Caenorhabditis hypothetical 




C07A9.11 (gb_Z29094). [Arabidopsis thaliana] 


Seq. No. 


235165 


Seq. ID 


LIB3272-050-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl220196 


BLAST score 


570 


E value 


5.0e-59 


Match length 


120 


% identity 


89 



NCBI Description (U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235166 

LIB3272-050-P1-K1-B5 

BLASTX - 

g3122232 

260 



34028 



E value 
Match lerigth 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI^^GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-22 

103 

56 

MITOCHONDRIAL HEAT SHOCK 22 KD PROTEIN PRECURSOR 
>giJ1669866 (U72958) AtHSP23 . 6-mito [Arabidopsis thaliana] 
>gi_4 4 54008_emb_CAA23061_ (AL035396) Arabidopsis 
mitochondrion-localized small heat shock protein 
(AtHSP23. 6-mito) [Arabidopsis thaliana] 

235167 

LIB3272-050-P1-K1-B6 ' 

BLASTX 

gll72995 

235 

l.Oe-19 

94 

54 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

235168 

LIB3272-050-P1-K1-B7 

BLASTX 

gl25606 

431 

l.Oe-42 
95 

85 " 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_2257 6_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

235169 

LIB3272-050-P1-K1-C1 

BLASTX 

g4530585 

357 

4.0e-34 

85 

74 

(AF130978) B12D protein [Ipomoea batatas] 
235170 

LIB3272-050-P1-K1-C10 

BLASTX 

gl709498 

506 

2.0e-51 

109 

83 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor • 

thaliana >gi_887390_emb_CAA614 11_ (X89008) 



■ Arabidopsis 
osmotin 



34029 



(Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



235171 

LIB3272-0.50-P1-K1-C11 

BLASTX 

g3377797 

458 

7.0e-46 

118 

76 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

235172 

LIB3272-050-Pl»Kl-C2 

BLASTX 

gll72977 

540 

2.0e-55 

127 

83 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
'ribos'omal protein L18 [Arabidopsis thaliana] 



235173 

LIB3272-050-P1-K1-C3 

BLASTX 

gl666234 

472 

2.0e-47 

88 

100 

(U76193) actin [Pisum sativum] 
[Pisum sativum] 



>gi_1724143 (U81049) actin 



235174 

LIB3272-050-P1-K1-C7 

BLASTX 

g3024017 

465 

l.Oe-46 

101 

92 

EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 
(EIF-4C) >gi_25654"21 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

235175 

LIB3272-050-P1-K1-C9 

BLASTX 

g2677828 

399 

6.0e-39 
122 

34030 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(U93166) cysteine protease [Prunus '^armeniaca] 
235176 

LIB3272-050-P1-K1-D10 

BLASTX 

gl25606 

443 

4.0e-44 

94 

88 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

235177 

LIB3272-050-P1-K1-D12 

BLASTX 

g4559342 

137 

9.0e-09' 

70 

49 

(AC007087) putative copper methylamine oxidase [Arabidopsi 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235178 

LIB3272-050-P1-K1-D4 

BLASTX 

g3694872 

429 

2.0e-42 

105 

78 

(AF092547) profilin [Ricinus communis] 



235179 

LIB3272-050-P1-K1-D5 

BLASTX 

g3023930 

254 

6.0e-22 

70 

60 

HI STONE DEACETYLASE 1 



(HDD >gi_2654077_gb_AAB87685_ 



(AF032919) histone deacetylase [Strongylocentrotus 
purpuratus] 



Seq. No. 
Seq. ID 
Method 
•NCBI GI * 
BLAST score 
E value 
Match length 
% identity 



235180 

LIB3272-050-P1-K1- 

BLASTX 

g3851636 

515 

2.0e-52 

115 

84 



D7 



34031 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina]. 

235181 

LIB3272-050-P1-K1-D9 

BLASTX 

g3334147 

353 

l.Oe-33 

104 

66 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 
chitinase [Gossypium hirsutum] 



{U60197) class I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235182 

LIB3272-050-P1-K1-E10 

BLASTX 

g2129758 

523 

2.0e-53 

101 

89 

ubiquitin conjugating enzyme E2 protein - Arabidopsis 
thaliana >gi_992704 CU33757) UBC7 [Arabidopsis thaliana] 

235183 

"LIB3272-050-P1-K1-E11 
BLASTX 
g3024017 
449 

8.0e-45 
101 

90 . 

EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-IA) 
(EIF-4C) >gi_256.5421 {AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

235184 

LIB3272-050-P1-K1-E2 ^ 

BLASTX 

g2267567 

394 

2.0e-38 

85 

87 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
X hortorum] >gi_2267569 {AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

235185 

LIB3272-050-P1-K1-E4 

BLASTX 

g232031 * 

220 

6.0e-18 

67 

60 



34032 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ELONGATION FACTOR 1 BETA* >gi_322851_pir S29224 

translation elongation factor eEF-1 beta* chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta 
[Oryza sativa] 

235186 

LIB3272-050-P1-K1-E5 

BLASTX 

g3687237 

319 

l.Oe-29 

123 

58 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

235187 

LIB3272-050-P1-K1-E6 

BLASTX 

gll73187 

471 

2.0e-47 
109 

83 . - 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal proteTn S23.e, cytbsolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

235188 

LIB3272-050-P1-K1-E7 

BLASTX 

gl928981 

549 

2.0e-56 

114 

95 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

235189 

LIB3272-050-P1-K1-E9 

BLASTX 

g508304 

277 

l.Oe-24 

66 

79 

(L22305) corC [Medicago sativa] 
235190 

LIB3272-050-P1-K1-F1 

BLASTX 

g2130073 

186 

5.0e-14 
78 



34033 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



54 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-1 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolas 
C-1 [Oryza sativa] >gi_790970_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 

235191 

LIB3272-050-P1-K1-F11 

BLASTX 

g4432855 

143 

6.0e-09 

35 

86 

(AC006300) unknown protein [Arabidopsis thaliana] 
235192 

LIB3272-050-P1-K1-F12 

BLASTX 

g481236 

265 

3.0e-23 

64 

81 

hypothetical protein - Madagascar periwinkle 
>gi_407410_emb_CAA81526_ (Z26880) 14 kDa polypeptide 
[Catharanthus roseus] 

235193 

LIB3272-050-P1-K1-F2 

BLASTX 

g3660467 

266 

2.0e-23 

58 

84 

(AJ001807) succinyl-CoA-ligase alpha subunit [Arabidopsis 
thaliana] 

235194 

LIB3272-050-P1-K1-F3 

BLASTX 

g3869088 

524 

l.Oe-53 

100 

99 

(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 
235195 

LIB3272-050-P1-K1-F5 

BLASTX 

g2088651 

298 

4.0e-27 

114 

50 



34034 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match . length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

235196 

LIB3272-050-P1-K1-F6 

BLASTX 

gl351271 

560 

8.0e-58 

127 

83 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

235197 

LIB3272-050-P1-K1-F8 

BLASTX 

g3337366 

359 

3.0e-34 

105 

32 

(AC064481) unknown protein [Arabidopsis thaliana] 
235198 

LIB3272-050-P1-K1-G1 

BLASTX 

gl061040 

577 

8.0e-60 

113 

93 

(X89867) sterol-C-methyltransferase [Arabidopsis thaliana] 

>gi_1587694_j)rf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

235199 

LIB3272-050-P1-K1-G10 

BLASTX 

g396595 

155 

3.0e-10 

115 

21 

{Z25485) ACRl-protein [Saccharomyces cerevisiae] 
235200 

LIB3272-050-P1-K1-G2 

BLASTX 

gl708191 

514 - 

2.0e-52 

129 

77 



34035 



NCBI Description HEXOSE CARRIER PROTEIN HEX6 >gi_4 67319 (L08188) ^ "hexose 
carrier protein [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235201 

LIB3272-050-P1-K1-G3 

BLASTX 

g3868758 

430 

l.Oe-42 

106 

75 

(D89802) elongation factor IB gamma [Oryza sativa] 
235202 

LIB3272-050-P1-K1-G6 

BLASTX 

g416758 

208 

l.Oe-16 

83 

52 

SERINE CARBOXYPEPTIDASE PRECURSOR >gi_16667 4 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] . 

235203 

LIB3272-050-P1-K1-G7 

BLASTX 

gll07526 

408 

5.0e-40 

103 

75 

(X87931) SIEPIL protein [Beta vulgaris] 
235204 

LIB3272-050-P1-K1-H10 

BLASTX 

gll66450 

246 

5.0e-21 

53 

83 

(X95262) Tfm5 [Lycopersicon esculentum] 
235205 

LIB3272-050-P1-K1-H11 

BLASTX 

g3914394 

537 

4 .Oe-55 

118 

85 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 
>gi_2118335_pir S60473 phosphoglycerate mutase (EC 



^,4036 





5.4.2.1) - common ice plant >gi 602426 {U16021) 




phosphoglyceromutase [Mesembryanthemum crystallinum] 


Seq. No. 


235206 - 


Seq. ID 


LIB3272-050-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


4 92 


E value 


8.0e-50 


Match length 


94 


% identity 


100 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana paniculata 


Seq. No. 


235207 


Seq. ID 


LIB3272-050-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g464981 


BLAST score 


367 


E value 


3 . Oe-35 


Match length 


68 


% identity 


99 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD ( UBIQUITIN-PROTEIN 




LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi 388207 (L23762) 




ubiouitin carrier orotein FLvcoDersicon esculentuml 


. Seq. - No . 


235208 


Seq. ID 


LIB3272-050-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


477 


E value 


4.0e-48 


Match length 


112 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


235209 


Seq. ID 


LIB3272-050-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2982432 


BLAST score 


177 


E value 


3.0e-13 


Match length 


42 


% identity 


76 



NCBI Description (AL022224) putative protein [Arabidopsis thaliana] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ^identity 

NCBI Description 



235210 

LIB3272-P51-P1-K1-A4 

BLASTX 

g3158376 

488 

3.0e-49 

131 

75 

{AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



235211 

LIB3272-051-P1-K1-A6 



34037 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g2493146 

424 

8.0e-42 

119 

53 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_755148 
{U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi_4 5194 15_dbj_BAA7 5542 . 1_ (AB024275) 

vacuolar H+-ATPase c subunit [Citrus unshiu] 

235212 

LIB3272-051-P1-K1-A9 

BLASTX 

gl518540 

523 

2.0e-53 

107 

93 

{U53418) UDP-glucose dehydrogenase [Glycine max] 
235213 

LIB3272-051-P1-K1-B1 

BLASTX 

g4455349 

182 

2.0e-13 

84 

4 6 

(AL035524) putative protein [Arabidopsis thaliana] 
235214 

LIB3272-051-P1-K1-B10 
BLASTX 
.gll07526 
447 

2.0e-44 
111 ^ 

(X87931) SIEPIL protein [Beta vulgaris] 
235215 

LIB3272-051-P1-K1-B11 

BLASTX 

gl25887 

169 

6.0e-12 

89 

45 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ {X15855) LAT52 [Lycopersicon 
esculentum] 

235216 

LIB3272-051-P1-K1-B12 
BLASTX 



34038 



NCBI GI 


gl703129 


BLAST score 


581 


E value 


3.0e-60 


Match length 


108 


% identity 


99 


NCBI Description 


ACTIN 11 >gi 2129522_pir S68109 actin 11 - Arabidopsis 
thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 


Seq. No. 


235217 


Seq. ID 


LIB3272-051-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


4 54 


E value 


2.0e-4 5 


Match length 


112 


% identity 


79 


NCBI Description 


BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi 347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 


Seq. No. 


235218 


Seq. ID 


LIB3272-051-P1-K1-B3 


Method 


BLASTX 


NCBI GI ' ' 


g4193388 


BLAST score 


472 


E' value 


2.0e-47 


Match length 


116 


% ident-ity 


80 


NCBI Description 


(AF091455)^ - translationally controlled tumor protein [Hevea 
brasiliensis] 


Seq. No. 


235219 


Seq. ID 


LIB3272-051-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3869088 


BLAST score 


580 


E value 


4.0e-60 


Match length 


112 


% identity 


98 


NCBI Description 


(AB019427) elongation factor-1 alpha [Nicotiana paniculata] 


Seq. No. 


235220 


Seq. ID 


LIB3272-051-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


477 


E value 


5.0e-48 


Match length 


101 


% identity 


93 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235221 

LIB3272-051-P1-K1-C1 

BLASTX 

g2160166 

190 

2.0e-14 



34039 



Match length 109 

% identity 52 

NCBI Description {AC000132) No definition line found [Arabidopsis - thaliana] 

Seq. No. 235222 

Seq. ID LIB3272-051-P1-K1-C10 

Method BLASTX 

NCBI GI g4335751 

BLAST score 394 

E value 3.0e-38 

Match length 89 ' 

% identity 80 

NCBI Description (AC006284) putative methyltransf erase [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235223 

LIB3272-051-P1-K1-C11 

BLASTX 

gl706318 

427 

3;;Oe-42 

111 

70 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase - 

tomato >gi_995555_emb_CAA56812_ (X80840) homology to 
pyroxidal-5 ' -phosphate-dependant glutamate decarboxylases; 
putative start codon [Lycopersicon esculentum] 

235224 

LIB3272-051-P1-K1-C12 

BLASTX 

gl370166 

637 

8.0e-67 

133 
90 

(Z73932) RABIC [Lotus japonicus] 
235225 

LIB3272-051-P1-K1-C3 

BLASTX 

g508304 

241 

2.0e-20 

82 

57 

{L22305) core [Medicago sativa] 
235226 

LIB3272-051-P1-K1-C5 

BLASTX . 

g4249382 

558 

2.0e-57 

135 

75 



3404 0 



NCBI Description 



(AG005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb AC004 481. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235227 

LIB3272-051-P1-K1-G9 

BLASTX 

g3334659 

164 

2.0e-ll 

42 

74 

{Y10489) putative cytochrome P450 [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



235228 

LIB3272-051-P1-K1-D1' 

BLASTX 

g3859606 



BLAST score 


250 


E value 


l.Oe-21 


Match length 


52 


% identity 


87 


NCBI Description 


(AF104919) < 




PF00112, E= 


Seq.' No. 


235229 


Seq. ID 


LIB3272-051 


Method 


BLASTX 


NCBI GI 


g3694872 


BLAST score 


4 92 


E value 


8 . Oe-50 


Match length 


118 


% identity 


80 


NCBI Description 


(AF092547) ] 


Seq. No. 


235230 


Seq. ID 


LIB3272-051 


Method 


BLASTX 


NCBI GI 


g3860255 


BLAST score 


204 


E value 


5.0e-16 


Match length 


131 


% identity 


44 


NCBI Description 


(AC005824) ] 


Seq.' No. 


235231 


Seq. ID 


LIB3272-051 


Method 


BLASTX 


NCBI GI 


g3953470 


BLAST score 


142 


E value 


9.0e-09 


Match length 


43 


% identity 


74 


NCBI Description 


(AC002328) ] 


Seq. No. 


235232 


Seq. ID 


LIB3272-051- 



34041 



Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 



BLASTX 

g3080439 

488 

2.0e-49 - 

126 

75 

(AL022605) 



putative protein [Arabidopsis thaliana] 



235233 

LIB3272-051-P1-K1-D9 

BLASTX 

g2118220 

400 

5.0e-39 

115 

75 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-Pl) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1__ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812 . 1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 



Seq. No; 


235234 


Seq. ID 


LIB3272-051-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


425 


E value 


6.0e-42 


Match length 


108 


% identity 


74 


NCBI Description 


(X87931) SIEPIL protein [Beta 


Seq. No. 


235235 


Seq. ID 


LIB3272-051-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


455 


E value 


2.0e-45 


Match length 


111 


% identity 


77 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


■ 235236 


Seq. ID 


LIB3272-051-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2760837 


BLAST score 


234 


E value 


2.0e-19 


Match length 


104 


% identity 


40 


NCBI' Description 


(AC003105) putative cytochrome 


Seq. No. 


235237 



34042 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.-*' No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-051-P1-K1-E4 

BLASTX • 

gl351856 

594 

9.0e-62 

123 

92 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108^ {D29629) aconitase 
[Cucurbit a sp.] 

235238 

LIB3272-051-P1-K1-E6 

BLASTX 

g3372230 

499 

l.Oe-50 

121 

79 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No., 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E , value 

Match length 

% identity 

NCBI Description 



235239 

LIB3272-051-P1-K1-E9 

BLASTX 

g3927838 

293 

2.0e-26 

77 

77 

(AC005727) unknown protein [Arabidopsis thaliana] 
235240 

LIB3272-051-P1-K1-F1 

BLASTX 

g2586082 

141 ■ 

l.Oe-08 

51 

45 

(U72725) retrofit [Oryza longistaminata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLASt score 

E value 

Match length 

% identity 

NCBI Description 



235241 

LIB3272-051-P1-K1-F11 

BLASTX 

g464981 

446 

2.0e-44 

84 

96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 



235242 

LIB3272-051-P1-K1-F12 
BLASTX 



34043 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g543715 
169 

4.0e-12 

37 

89 

PROTEIN PHOSPHATASE PP2A REGULATORY SUBUNIT A (PR65) 

>gi_541969_pir S40171 phosphoprotein phosphatase 2A 65K 

regulatory chain - garden pea >gi_629639_pir S43776 

phosphoprotein phosphatase 2A 65kDa regulatory subunit - 
garden pea (fragment) >gi_437901_einb_CAA81107_ (Z25888) 
phosphoprotein phosphatase 2A 65kDa regulatory subunit 
[Pisum sativum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235243 

LIB3272-051-P1-K1-F2 

BLASTX 

g3551952 

338 

9.0e-32 

131 

56 

(AF082029) senescence-associated protein 4 
hybrid cultivar] 



[Hemerocallis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235244 

LIB3272-051-P1-K1-F3 

BLASTX 

gl408471 

470^ 

3.0e-47 
105 . 
80 

{U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235245 

LIB3272-051-P1-K1-F4 

BLASTX 

g2961372 

530 

3.0e-54 

106 

92 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



235246 

LIB3272-051-P1-K1-F5 

BLASTX 

g3551245 

201 

l.Oe-15 

108 

44 

{AB012702) P40-like protein [Daucus carota] 



34044 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235247 

LIB3272-051-P1-K1-F7 

BLASTX 

g3746568 

461 

4,0e-46 

98 

90 

{AF061638) branched-chain alpha-keto acid decarboxylase El 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



235248 

LIB3272-051-P1-K1-G1 

BLASTX 

g4105782 

422 

l.Oe-41 

97 

85 

{AF049922) PGP169-12 [Petunia x hybrida] 
235249 

LIB3272-051-P1-K1-G10 

BLASTX 

g2499945 

373 . 

7.0e-36 

112 

64 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_107 63.63_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 ' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71.842) 
pyrE-F [Arabidopsis thaliana] 

235250 

LIB3272-051-P1-K1-G11 

BLASTX 

gl33867 

542 

l.Oe-55 

123 

84 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

235251 

LIB3272-051-P1-K1-G12 

BLASTX 

gll70747 

388 

l.Oe-37 
78 



34045 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



99 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

235252 

LIB3272-051-P1-K1-G3 

BLASTX 

g832876 

580 

4 .Oe-60 

126 

90 

{L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

235253 

LIB3272-051-P1-K1-G6 

BLASTX 

g2160156 

399 

6.0e-a9 
96 

74 ' ' 

(AC000132)^ Strong simila'rity to S. pombe leucyl-tRNA 
synthetase (gb_Z73100) . [Arabidopsis thaliana] 

235254 

LIB3272-051-P1-K1-G8 

BLASTX 

gll66450 

321 

l,0e-29 

'71 
82 

{X95262) Tfm5 [Lycopersicon esculentum] 
235255 

LIB3272-051-P1-K1-G9 

BLASTX 

gl332579 

430 

4.0e-63 

137 

9 

(X98063) polyubiquitin [Pinus sylvestris] 
235256 

LIB3272-051-P1-K1-H1 

BLASTX 

g4262174 

305 

7.0e-28 

132 

45 



34046 



NCBI Description (AC005508) 9058 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235257 

LIB3272-051-P1-K1-H10 

BLASTX 

g2129675 

251 

2.0e-21 

97 

62 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 {U19382) putative chlorophyll synthetase- 
[Arabidopsis thaliana] >gi_3068709 {AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 

235258 

LIB3272-051-P1-K1-H12 

BLASTX 

g3063396 

421 

l.Oe-41 

98 

81 

(AB012947) vcCyP [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235259 . . ' 

LIB3272-051-P1-K1-H2 

BLASTX - 

g3892058 

154 

9.0e-ll 

131 

37 

(AC002330) putative glutamate-/aspartate-binding peptide 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235260 

LIB3272-051-P1-K1-H3 

BLASTX 

g4322421 

532 

2.0e-54 

127 

76 

(AF085230) cadmium resistance factor 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235261 

LIB3272-051-P1-K1-H4 

BLASTX 

g3123271 

524 

l.Oe-53 

115 

88 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 



34047 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235262 

LIB3272-051-P1-K1-H5 

BLASTX 

g2879867 

418 

4 .Oe-41 

115 

70 

(AL021816) 
pombe] 



40s ribosomal protein S17 [Schizosaccharomyces 



Seq. No. 


235263 


Seq. ID 


LIB3272-051-Pl-kl-H7 


Method 


BLASTX 


NCBI GI 


gl808656 


BLAST score 


546 


E value 


4.0e-56 


Match length 


136 


% identity 


74 


NCBI Description 


(Y10804) Ubiquitin activating 


Seq. No. 


235264 


Seq. ID 


LIB3272-051-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g417060 


BLAST score 


507 


E value 


l.Oe-51 


Match length 


113 


% identity 


86 


NCBI Description 


GLUTAMINE SYNTHETASE NODULE I; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitif olia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitif olia] 

235265 

LIB3272-051-P1-K1-H9 

BLASTX 

gl703108 

495 

4.0e-50 

91 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

235266 

LIB3272-052-P1-K1-A1 

BLASTX 

g4469175 

144 

2.0e-09 ' • 

73 

45 



•34048 



NCBI Description 



(AJ133470) -beta-1, 3-glucanase [Hevea brasiliensis] 



Seq. No. 

Seq. aD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235267 

LIB3272-052-P1-K1-A10 

BLASTX 

g3668089 

131 

4.0e-12 

82 

50 

(AC004 667) unknown protein [Arabidopsis thaliana] 
235268 

LIB3272-052-P1-K1-A12 

BLASTX 

gl67367 

567 

l.Oe-58 

132 

84 

(L08199) peroxidase [Gossypium hirsutum] 
235269. 

LIB3272-052-P1-K1-A3 

BLASTX 

g2738949 

508 

l.Oe-51 

107 

91 

(AF022213) cytosolic ascorbate peroxidase [Fragaria 
ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235270 

LIB3272-052-P1-K1-A4 
BLASTX 
.g4103324 
329 

l.Oe-30 

73 

93 

(AF022716) GDP-mannose pyrophosphorylase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



235271 

LIB3272-052-P1-K1-A5 

BLASTX 

gl491776 

353 

l.Oe-33 

81 

83 

(M37636) cationic peroxidase [Arachis hypogaea] 
235272 

LIB3272-052-P1-K1-A7 
BLASTX 



34049 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2493144 

412 - . 

2.0e-40 

97 

57 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
'(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kOa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235273 

LIB3272-052-P1-K1-A8 

BLASTX 

g4455364 

336 

2..0e-31 

107 

59 

(AL035524) 
thaliana] 



senescence-associated protein-like [Arabidopsis 



235274 

LIB327'2-052-Pl-Kl-A9 

BLASTX 

g4056469 

576 

l.Oe-59 

112 

100 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

235275 

LIB3272-052-P1-K1-B11 

BLASTX 

g464981 

438 

2.0e-43 

84 

95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

235276 

LIB3272-052-P1-K1-B12 

BLASTX 

gl709498 

515 

2.0e-52 

112 

83 



34050 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_136.2001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_einb_CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

235277 

LIB3272-052-P1-K1-B2 

BLASTX 

g3319921 

267 ^ . 

2.0e-23 

95 

60 

(AJ223388) Hev b 3 [Hevea brasiliensis ] 
>gi_3319923_enib_CAA11304_ (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi_3319925_emb_CAA11305_ {AJ223390) Hev b 3 
[Hevea brasiliensis] >gi_3818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ^length 

% identity 

NCBI Description 



235278 

LIB3272-052-P1-K1-B3 

BLASTX 

gl076274 

295 

l.Oe-26 

i02 

59" 

cucumisin (EC 3.4.21. 



25) precursor - muskmelon (fragment) 



'235279 

LIB3272-052-P1-K1-B4 

BLASTX 

g2495155 

152 

6.0e-10 
112 

39 ■ 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR)e. 
>gi_1694926_dbj_BAA08910_ (D5.0407) glutamyl-tRNA reductase 
[Cucumis sativus] 

235280 

LIB3272-052-P1-K1-C10 

BLASTX 

g3377797 

282 

3.0e-25 

125 

50 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H3604 6; coded for by A. thaliana cDNA T4 4 067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 
Seq. ID 



235281 

LIB3'272-052-Pl-Kl-C12 



34051 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006827 

523 

2.0e-53 

132 

75 

(AC005970) 



subtilisin-like protease [Arabidopsis thaliana] 



235282 

LIB3272-052-P1-K1-C2 

BLASTX 

g3915031 

231 

3.0e-19 

118 

46 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

235283 

LIB3272-052-P1-K1-C4 

BLASTX 

g3785971 

3-41 

4.0e-32 

120 

61 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi_426224 8_gb_AAD14 541_ (AC006200) hypothetical protein 
[Arabidopsis thaliana] 

235284 

LIB3272-052-P1-K1-C6 

BLASTX 

gl70753 

523 

2.0e-53 

110 

81 

(M95819) initiation factor (iso)4F p28 subunit [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



235285 

LIB3272-052-P1-K1-C8 

BLASTX 

gl657948 

430 

l.Oe-42 

122 

72 

(U73466) MipC [Mesembryanthemuiin crystallinum] 
235286 

LIB3272-052-P1-K1-D10 
BLASTX 



34052 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.-g3193297 
480 

2.0e-48 

125 

66 

(AF069298) 
thaliana] 



similar to epoxide hydrolases [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235287 

LIB3272-052-P1-K1-D11 

BLASTX 

g3288821 

504 

3.0e-51 

123 

77 

{AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 

235288 

LIB3272-052-P1-K1-D12 

BLASTX 

g3273828 

305 

7.0e-28 

126 

54 

(AF068686) nodule-enhanced malate dehydrogenase [Glycine 
max] 

235289 

LIB3272-052-P1-K1-D3 

BLASTX 

g3334147 

463 

2.0e-4 6 

129 

71 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 
chitinase [Gossypium hirsutum] 

235290 

LIB3272-052-P1-K1-D4 

BLASTX 

g3335341 

320 

l.Oe-29 

132 • 
54 

{AC004512) T8F5.10 [Arabidopsis thaliana] 
235291 

LIB3272-052-P1-K1-D5 

BLASTX 

g3123271 

492 

8.0e-50 



34053 



Match length 


112 


% identity 


84 


NCBI Description 


40S RIBOSOMAL PROTEIN S6 >ai 2224751 emb CAA7438 




ribosomal orotein S6 TArabidoosis thalian;^! 


Seq. No. 


235292 


Seq. ID 


LIB3272-052-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2274915 


BLAST score 


423 


E value 


l.Oe-41 


Match length 


115 


% identity 


70 


NCBI Description 


(AJ000081) beta-1 , 3-alucanase [Citrus sinensi<5l 


Seq. No. 


235293 


Seq. ID 


LIB3272-052-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


505 


E value 


3.0e-51 


Match length 


117 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 



Seq., No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBCl protein 
[Arabidopsis thaliana] 

235294 

LIB3272-052-P1-K1-E11 

BLASTX 

g4539292 

438 

2,0e-43 

95 . 
84 

(AL049480) putative ribosomal protein SIO, [Arabidopsis. 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
•.% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235295 

LIB3272-052-P1-K1-E12 

BLASTX 

gl657948 

320 

l.Oe-29 

110 

63 

(U73466) MipC [Mesembryanthemum crystallinum] 
235296 

LIB3272-052-P1-K1-E2 

BLASTX 

g3915031 

708 

4.0e-75 

133 

100 



34054 



NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length... 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



ACYL- (ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
CSTEAROYL-ACP DESATURASE) >gi_1217628_einb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

235297 

LIB3272-052-P1-K1-E3 

BLASTX 

g234327 

311 

l.Oe-28 
117 

32 

(S57889) putative regulatory protein=YGL023 [Saccharomyces 
cerevisiae, Peptide, 888 aa] [Saccharomyces cerevisiae] 
>gi_4261598_gb_AAD13898_S58126_lllllll (S58126) Unknown 
[Saccharomyces cerevisiae] 

235298 

LIB3272-052-P1-K1-E4 

BLASTX 

gl402912 

487 

3.0e-4 9 

129 ■ ^ 

71 

(X98317) peroxidase [Arabidopsis thaliana] 
235299 

LIB3272-052-P1-K1-E7 

BLASTX 

g508304 

241 

2.0e-20 

82 

57 

"(L22305) corC [Medicago sativa] 
235300 

LIB3272-052-P1-K1-E8 

BLASTX 

gl706547 

407 

8.0e-40 

115 

68 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 

PRECURSOR ( {l->3) -BETA-GLUCAN ENDOHYDROLASE) 

( {l->3) -BETA-GLUCANASE) (BETA-1 , 3-ENDOGLUCANASE) 

>gi_2129912_pir S65077 beta-1, 3-glucanase class I 

precursor - Para rubber tree >gi_1184668 (U22147) 
beta-1, 3-glucanase [Hevea brasiliensis] 

235301 

LIB3272-052-P1-K1-F1 

BLASTX 

gl24224 



34055 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



616 

2.0e-64 

122 

94 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

235302 

LIB3272-052-P1-K1-F10 

BLASTX 

g3168840 

298 

4.0e-27 

74 

74 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 
235303 

LIB3272-052-P1-K1-F12 

BLASTX 

gl657948 

574 ' 

2.0e-59 

127 

87 

(U734 66) MipC [Mesembryanthemum crystallinum] 
235304 

LIB3272-052-P1-K1-F2 

BLASTX 

g3786017 

264 

4.0e-23 
112 
4 9 

(AC0054 99) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 

235305 

LIB3272-052-P1-K1-F3 

BLASTX 

g3269293 

281 

4.0e-25 

90 • 
64 

(AL030978) putative protein [Arabidopsis thaliana] 
235306 

LIB3272-052-P1-K1-F4 

BLASTX 

gl657948 

4 57 

l.Oe-45 
116 



34056 



% identity 78 

NCBI Description (U73466) MipC [Mesembryanthemum crystallinuin] 



Seq. No. 

Seq.^-TD 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235307 
LIB327 
BLASTX 
gll681 
314 

6.0e-2 

69 

88 

14-3-3 
[Pisum 



2-052-P1-K1-F5 

96 

9 



-LIKE PROTEIN >gi_555974 (U15036) 14-3-3-like protein 
sativum] 



-235308 

LIB3272-052-P1-K1-F8 

BLASTX 

g2811026 

372 

l.Oe-35 

80 

89 

TCPl-CHAPERONIN COFACTOR A HOMOLOG >gi_1946375 (U93215) 
TCPl-chaperonin cofactor A isolog [Arabidopsis thaliana] 
>gi_2347204 (AC002338) TCPl-chaperonin cofactor A Isolog 
[Arabidopsis thaliana] ~ 

235309 

LIB3272-052-P1-K1-G1 

BLASTX 

g3894186 

294 

l.Oe-26 

116 

53 

(AC005662) putative embryo-abundant protein [Arabidopsis 
thaliana] 

235310 

LIB3272-052-P1-K1-G10 

BLASTX 

g4210948 

571 

5.0e-59 

109 

97 

{AF085275) DnaJ protein [Hevea brasiliensis] 
235311 

LIB3272-052-P1-K1-G11 

BLASTX 

g4263712 

388 

l.Oe-37 

93 

77 

{AC006223) putative ribosomal protein S12 [Arabidopsis 



34057 



thaliana] 



Seq. No. 


235312 


Seq. ID 


LIB3272-052-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


659 


E value 


2.0e-69 


Match length 


132 


% identity 


51 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No. 


235313 


Seq. ID 


LIB3272-052-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3805854 


BLAST score 


196 


E value 


4. Oe-15 


Mri t ph Ipncfth 


68 


% i rfpnt" i t V 


56 


NCBI Description 


{AL031986) putative protein [Arabidopsis thaliana] 


Seq. No. 


235314 


Seq. ID 


LIB3272-052-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4263712 " 


BLAST score 


396 ' . 


F. V3 1 HP 


1 Oe-38 


Mp5 tch Ipnoth 


94 


9; 1 rlpn 1 1 1 V 


78 


NCBT np*=;PT"i nt i on 


fAr'n062?3^ nutative ribosomal orotein S12 TArabidoosis 




thaliana] 


Seq. No. 


235315 


Seq. ID 


LIB3272-052-P1-K1-G8 


Method 


• BLASTX 


NCBI GI 


g2497538 


BLAST score 


223 


E value 


3.0e-18 


Match length 


70 


% identity 


64 


NCBI Description 


PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_466350 (L08632) 




pyruvate kinase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235316 

LIB3272-052-P1-K1-G9 

BLASTX 

g2914706 

468 

5.0e-47 

98 

84 

{AC003974) putative homeobox protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



235317 

LIB3272-052-P1-K1-H1 
BLASTX 



34058 



NCBI GI 


g2661840 


BLAST score 


371 


E value 


l,0e-35 


Match" length 


96 


% identity 


70 


NCBI Description 


(Y15430) adenosine kinase [Physcoinitrella patens] 


Seq. No. 


235318 


Seq. ID 


LIB3272-052-P1-K1-H10 


Method 


BLASTX 


NCBI GI„ 


g4417280 


BLAST score 


265 


E value 


3.0e-23 


Match length 


70 


% identity 


77 


NCBI Description 


(AC007019) putative ATP synthase [Arabidopsis thaliana] 


Seq. No. 


235319 


Seq. ID 


LIB3272-052-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g417148 


BLAST score 


403 


E value 


2.0e-39 


Match length 


130 


% identity 


61 


NCBI Description 


PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 




(G2-4) >gi 99912 pir A33654 heat shock protein 26A - 




soybean >gi 16998^1 (M20363) Gmhsp26-A [Glycine max] 


Seq. No. 


235320 


Seq. ID 


LIB3272-052-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


439 


E value 


l.Oe-43 


Match length 


102 


% identity 


8 6 ■ 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 




>gi 68196 pir ADZM f ructose-bisphosphate aldolase (EC 




4.lT2.13)7 cytosolic - maize >gi 168420 (M16220) aldolase 




[Zea mays] >gi 295850 emb CAA31366 (X12872) fructose 




bisphosphate aTdolase~[Zea mays] >gi 225624 prf 1307278A 




cytoplasmic aldolase [Zea mays] 


Seq. No. 


235321 


Seq. ID 


LIB3272-052-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g266936 


BLAST score 


397 


E value 


l.Oe-38 


Match length 


113 


% identity 


74 


NCBI Description 


50S RIBOSOMAL PROTEIN L27, CHLOROPLAST PRECURSOR (CL27) 




>g.i 282960 pir A42840 ribosomal protein L27 - common 




tobacco >gi_170306 {M98473) ribosomal protein L27 




[Nicotiana tabacum] >gi_170326 (M75731) ribosomal protein 




L27 [Nicotiana tabacum] 



34059 



Seq. No- 


235322 


Seq. ID 


LIB3272-052-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gll07526 


BLAST score 


429 


E value 


2.0e-42 


Match length 


111 


% identity 


73 


NCBI Description 


{X87931) SIEPIL protein [Beta 


Seq. No. 


235323 


Seq. ID 


LIB3272-052-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


421 


E value 


2.0e-41 


Match length 


106 


% identity 


73 


NCBI Description 


(D89802) elongation factor IB 


Seq. No. 


235324 


Seq. ID 


LIB3272-052-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4204303 - 


BLAST score- 


4 62 


E value 


3.0e-46 


Match length 


95 


% identity 


87 


NCBI Description 


(AC003027) lcl_prt_seq No def. 




[Arabidopsis thaliana] 


Seq. No. 


235325 


Seq. ID 


LIB3272-053-P1-K1-A10 


Method 


BLASTX 


NCBI .GI 


g2499945 


BLAST score 


411 


E value ' 


3.0e-40 


Match length 


121 ' <■ 


% identity 


64 



NCBI Description 



URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S46440 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 ' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi_443818_eitib_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235326 

LIB3272-053-P1-K1-A12 

BLASTX 

g4376088 

378 

2.0e-36 

136 

52 

(Z99707 ) cytochrome P4 50-like protein [Arabidopsis 



34060 



thaliana] 



Seq. No. 

Seq. ID • 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235327 

LIB3272-053-P1-K1-A2 

BLASTX 

g2583128 

562 

6.0e-58 

141 

74 

{AC002387) hypothetical protein [Arabidopsis thaliana] 
235328 

LIB3272-053-P1-K1-A4 

BLASTX 

g2500354 

683 

4.0e-72 

132 

95 

60S RIBOSOMAL PROTEIN LIO (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

235329 

LIB3272-053-P1-K1-A5 

BLASTX 

g3914002 

134 

7;0e-15 

81 

57 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR >gi_293527 9 
{AF033862) Lon protease [Arabidopsis thaliana] 

235330 

LIB3272-053-P1-K1-A7 

BLASTX 

g4217999 

475 

9.0e-48 

116 

81 

(AC006135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 

235331 

LIB3272-053-P1-K1-A8 ' 

BLASTX 

g3885515 

388 

9.0e-38 

77 

95 

(AF084202) similar 'to ribosomal protein S26 [Medicago 
sativa] 



Seq. No. 



235332 



34061 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3272-053-P1-K1-B12 

BLASTX 

g541816 

177 

4.0e-13 
60 
62 

protein 
(Z30329 



kinase - common ice plant >gi_457 689_emb_CAA82990 
) protein kinase [Mesembryanthemum crystallinum] 



235333 

LIB3272-053-P1-K1-B2 

BLASTX 

g2499945 

367 

3.0e-35 

112 

63 

URIDINE 5 ' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_107 6363_pir 84 64 40 orotate 

phosphoribosyltransf erase (EC 2.4.2.10) / 
orotidine-5 * -phosphate decarboxylase (EC 4.1^1.23) - 
Arabidopsis thaliana >gi_443818_emb_CAA50686_ (X71842) 
pyrE-F [Arabidopsis thaliana] 

235334 

LIB3272-053-P1-K1-B4 

BLASTX 

gl928981 

297 

4 .Oe-32 

113 

69 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

235335 

LIB3272-053-P1-K1-B5 

BLASTX ■ 

gll70747 

380 

l.Oe-36 

86 

85 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167347 {M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

235336 

LIB3272-053-P1-K1-B6 

BLASTX 

g2462763 

148 

2.0e-09 
54 



34062 



% identity. 

NCBI Description 



54 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto ■ reductase family)^ [Arabidopsis thaliana] 



Seq,. No . 


235337 


Seq. ID 


LIB3272-053-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2780225 


BLAST score 


223 


E value 


2.0e-18 


Match length 


74 


% identity 


53 


NCBI Description 


(AJ223281) alpha-hydroxynitrile lyase [Manihot esculenta] 


Seq. No. 


235338 


Seq. ID 


LIB3272-053-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll4420 


BLAST score 


181 


E value 


2.0e-13 


Match length 


70 


% identity 


54 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR ' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_100882_pir_^S11491 H+-transporting ATP synthase (EC 
3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173^emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

235339 

LIB3272-053-P1-K1-C11 

BLASTX 

g4098647 

745 

2.0e-79 

142 

92 

(U80668) homogentisate 1, 2-dioxygenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235340 

LIB3272-053-P1-K1-C3 
BLASTX 
g464986 
541 

2.0e-55 
104 
96 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



34063 



>gi_4 4 55355_einb_CAB36765. 1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 





0 « « Xly-V 

Seq. NO. 


0 0 C "3 y1 1 




Seq. ID 


LIB3272-053-P1-K1-C4 




Method 


BLASTX 




NCBI GI 


g3738283 




BLAST score 


402 




E value 


3.0e-39 




Match length 


82 




% identity 


85 




NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 




Seq. No. 


235342 




Seq. ,1D 






Method 


BLASTX 




NCBI GI 


g4454479 




BLAST score 


176 




E value 


l.Oe-12 




Match length 


40 




% identity 


.82 




NCBI Description 


(AC006234) putative riboflavin synthase alpha chain 


m 




[Arabidopsis thaliana] 




Seq. No. 






Seq. ID 


LIB3272-053-P1-K1-C7 




Method 


BLASTX - 




NCBI GI 


g4538945 




BLAST score 


533 


: ^ 


E value 


l.Oe-54 




Match length 


134 




% identity 


74 


i ^ s 
; '3 


NCBI Description 


(AL049483) putative thioredoxin [Arabidopsis thaliana] 




Seq. No. 


235344 




Seq. ID 


LIB3272-053-P1-K1-D1 




Method 


BLASTX 




. NCBI GI 


g3986750 




BLAST score 


190 




E value 


9.0e-25 




Match length 


92 




% identity 


66 




NCBI Description 


(AF1074 64) serine/threonine protein phosphatase type 2A 






[Hevea brasiliensis] 




beq. JNO . 


0 0 c 0 yi c 




Seq. ID 


LIB3272-053-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


g2662310 




BLAST score 


331 




E value 


6,0e-31 




Match length 


116 




% identity 


62 




NCBI Description 


(AB009307) bpwl [Hordeum vulgare] 




Seq. No. 


235346 




Seq. ID 


LIB3272-053-P1-K1-D7 



34064 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl928981 

404 

3.0e-54 

124 

62 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

235347 

LIB3272-053-P1-K1-E10 

BLASTX 

g3868758 

483 

l.Oe-48 

117 

74 

(D89802) elongation factor IB gamma [Oryza sativa] 
235348 

LIB3272-053-P1-K1-E11 

BLASTX 

g4406780 

369 " 

2.0e-35' 

84 ' , ' ' ' 

82 

(AG006532) putative multispanning, membrane protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235349 

LIB3272-053-P1-K1-E2 

BLASTX 

gl724102 

283 

2.0e-25 

70 

81 

(U79766) S-adenosyl-L-homocystein hydrolase; SAH 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235350 

LIB3272-053-P1-K1-E4 

BLASTX 

gl928981 

600 

2.0e-62 

126 

63 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var. botrytis] 

235351 

LIB3272-053-P1-K1-E5 

BLASTX 

g4530585 

357 



34065 



E value 


6.0e-34 


Match length 


-85 


% identity 


74 


NCBI Description 


(AF130978) B12D orotein fiDomoea batatas! 


Seq. No. 


235352 


Seq. ID 


LIB3272-053-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3024127 


BLAST score 


545 


E value 


5.0e-56 


Match length 


109 


% identity 


95 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 




ADENOSYLT RAN SEE RASE 2) (ADOMET SYNTHETASE 2) 




>gi 1655578 emb CAA95857 (Z71272) S-adenosyl-L-: 




synthetase 2 [Catharanthus roseus] 


Seq. No. 


235353 


Seq. ID 


LIB3272-053-P1-K1-E7 


Method 


BLASTX 


NCBI GI . 


g303730 


BLAST score 


536 


E value 


6.0e-55 


Match length 


' 117 


% identity 


89 


NCBI Description 


(D1254 0) GTP-bindina orotein FPisum sativum! 




* >gi 738 933 prf 2001457A GTP-binding protein [Pi; 




sat i vuin! 


Seq. No. 


235354 


Seq. ID 


LIB3272-053-P1-K1-F1 


Method 


BLASTX 


NCBI GI • 


gl67367 


BLAST score 


556 


E value 


3.0e-57 


Match length 


137 : 


% identity 


80 


NCBI Description 


(L08199) peroxidase [Gossypiuiti hirsutuiu] 


Seq. No. 


235355 


Seq. ID 


LIB3272-053-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


357 


E value 


6.0e-34 


Match length 


134 


% identity 


54 


NCBI Description 


gene 1-Sc3 protein - European white birch 




>ai 534898 emb CAA54696 fX77601) 1 Sc-3 FBetula 




>gi~1584322_prf 2122374C allergen Bet v 1-Sc3 [I 




pendula] 


Seq. No. 


235356 


Seq. ID 


LIB3272-053-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g543905 



34066 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



673 . 

6.0e-71 

124 

95 

BRASSINOSTEROID-REGULATED PROTEIN BRUl >gi_347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235357 

LIB3272-053-P1-K1-F3 

BLASTX 

g3114658 

206 

3.0e-16 

98 

41 

{AF060871) hypothetical alcohol dehydrogenase [Rhodococcus 
rhodochrous] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235358 

LIB3272-053-P1-K1-F4 

BLASTX 

g2499946 

318 

2^0e-29 
75 - - 
.80 

URIDINE 5'-M0N0PH0SiPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 


235359 


Seq. ID 


LIB3272-053-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


87 


% identity 


41 


NCBI Description 


( Z97342 ) Beta-Amylase 


Seq. No. 


235360 


Seq. ID 


LIB3272-053-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl35406 


BLAST score 


523 


E value 


2.0e-53 


Match length 


102 


% identity 


96 


NCBI Description 


TUBULIN ALPHA- 3 /ALPHA- 



alpha-5 chain - Arabidopsis thaliana >gi__166912 {M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



235361 

LIB3272-053-P1-K1-F9 
BLASTX 



34067 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI . 
BLAST score 
E value 
Match length 
% identity 



gll07526 
450 

7.0e-45 ■ 

114 

75 

(X87931) SIEPIL protein [Beta vulgaris] 
235362 

LIB3272-053-P1-K1-G11 

BLASTX 

g629483 

335 

2.0e-31 

126 

55 

gene 1-Sc3 protein - European white birch 
>gi_534898_emb_CAA54 696_ (X77601) 1 Sc-3 [Betula pendula] 

>gi_1584322_prf 2122374C allergen Bet v 1-Sc3 [Betula 

pendula] 

235363 

LIB3272-053-P1-K1-G12 

BLASTX 

gl33872 

445 ^ 

3.0e-44 

131 

71 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CSl) 

>gi_282838_pir S264 94 ribosomal protein SI, chloroplast - 

spinach >gi"_322404_pir ^A44121 small subunit ribosomal 

protein CSl, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

235364 

LIB3272-053-P1-K1-G2 

BLASTX 

gn70748 

284 

2.0e-25 

70 

81 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-D >gi__16734 9 
(M88323) late embryogenesis-abundant protein [Gossypium 
hirsutum] >gi_167351 (L01102) late embryogenesis-abundant 
protein [Gossypium hirsutum] 

235365 

LIB3272-053-P1-K1-G3 

BLASTX 

gl778374 

373 

8.0e-36 

112 

68 



34068 



NCBI Description 



(U81287) glycine-rich RNA-binding protein PsGRBP [Pisum 
sativum] 



Seq. No. 


•235366 


Seq. ID 


LIB3272-053-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


334 


E value 


2.0e-31 


Match length 


82 


% identity 


83 


NCBI Description 


(AC004557) F17L21. 10 


Seq. No. 


235367 


Seq. ID 


LIB3272-053-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g303730 


BLAST score 


187 


E value 


4 .Oe-14 


Match length 


79 


% identity 


59 


NCBI Description 


(D12540) GTP-binding 



[Arabidopsis thaliana] 



>gi_738933_prf_ 
sativum} 



_2001457A GTP-binding <protein [Pisum 



Seq. No. 
Seq. ID 
Method 
•NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235368 

LIB3272-053-P1-K1-H4 

BLASTX 

g2924509 

199 

2.0e-15 

91 

46 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 

235369 

LIB3272-053-P1-K1-H6 

BLASTX 

g3367522 

315 

5.0e-29 

93 

62 

(AC004392) EST gb_T04 691 comes from this gene. [Arabidopsis 
thaliana] 

235370 

LIB3272-053-P1-K1-H8 
BLASTX 
g2529665 
.572 

4.0e-59 

140 

81 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



34069 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



235371 

LIB3272-054-P1-K1-A1 

BLASTX 

gl26770 

141 

3.0e-09 

59 

49 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68218_pir SYCNMU malate 

synthase (EC 4.1.3.2) - upland cotton 

>gi_18507_einb_CAA3654 6_ {X52305) malate synthase (AA 1-567) 
[Gossypium hirsutum] 

235372 

LIB3272-054-P1-K1-A10 

BLASTX 

g508304 

215 

3.0e-17 

73 

60 

(L22305) corC [Medicago sativa] 
235373 ' 

LIB3272-654-P1-K1-A11 , 

BLASTX 

g2792297 

197 

2.0e-15 

55 

60 

(AF039183) GAST-like gene product [Fragaria x ananassa] 
235374 

LIB3272-054-P1-K1-A2 

BLASTX 

gl67367 

436 

3.0e-43 

123 ' 
68 

(L08199) peroxidase [Gossypium hirsutum] 
235375 

LIB3272-054-P1-K1-A5 

BLASTX 

g3759184 

331 

6.0e-31 

135 

52 

(AB018441) phi-1 [Nicotiana tabacum] 
235376 

LIB3272-054-P1-K1-B10 
BLASTX 



34070 



NCBI GI g625509 

BLAST score 602 - - 

E value l.Oe-62 

Match length 121 

% identity 25 

NCBI Description ubiquitin precursor - Arabidopsis thaliana (fragment) 

Seq. No. 235377 

Seq. ID LIB3272-054-P1-K1-B2 

Method BLASTX 

NCBI GI g4 64 707 

BLAST score 64 8 

E value 4.0e-68 

Match length 135 

% identity 93 

NCBI Description 40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S374 96 ribosomal 



protein S18.A - Arabidopsis thaliana 

>gi_405613_einb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_43434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ {Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] ■>gi_3287678 (AC003979) Match to 
ribosomal 818 gene mRNA gb__Z28701, DNA gb^Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R304 30 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 


235378 


Seq. ID 


LIB3272-054-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2764574 


BLAST score 


503 


E value 


4.0e-51 


Match length 


138 


% identity 


70 


NCBI Description 


(AJ001009) pore protein of 24 kD (OEP24) [Pisum sativum] 


Seq. No. 


235379 


Seq. ID 


LIB3272-054-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4090257 


BLAST score 


293 


E value 


l.Oe-40 


Match length 


91 


% identity 


96 


NCBI Description 


(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 


Seq. No. 


235380 


Seq. ID 


LIB3272-054-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2244797 


BLAST score 


166 


E value 


l.Oe-11 



34071 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
56 

{Z97336) hypothetical protein [Arabidopsis thaliana] 
235381 

LIB3272-054-P1-K1-B9 

BLASTX 

g4090257 

286 

8.0e-40 

91 

95 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
235382 

LIB3272-054-P1-K1-C1 

BLASTX 

gl545805 

207 

2.0e-16 

71 

63 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
235383 • 

LIB3272-054-P1-K1-C11 

BLASTX 

gl419090 

389 

l.Oe-37 

121 

64 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

235384 

LIB3272-054-P1-K1-C2 

BLASTX 

g3337356 

228 

7.0e-19 

90 

64 

(AC004 481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

235385 

LIB3272-054-P1-K1-C3 

BLASTX 

gl724100 

255 

2.0e-22 

70 

70 

(U79765) porin [Mesembryanthemum crystallinum] 



Seq. No. 



235386 



34072 



Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-054-P1-K1-C7 

BLASTX 

g3421102 

493 

6.0e-50 

109 

83 

(AF04 3530) 20S proteasome beta subunit PBBl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235387 

LIB3272-054-P1-K1-C8 

BLASTX 

g4510363 

569 

8.0e-59 

117 

87 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235388 

LIB3272-054-P1-K1-D1 

BLASTX 

gll72555 

414 ' 

8.0e"41 

96 

83 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 34) >gi_629720_pir S46936 34K porin - potato 

>gi_1076682_pir A55364 porin (clone pPOM-34) - potato 

mitochondrion >gi_516166_emb_CAA56599_ (X80386) 34 kDA 

porin [Solanum tuberosum] 

235389 • • - : 

LIB3272-054-P1-K1-D12 

BLASTX 

gl351014 

232 

l.Oe-19 

76 

64 

40S RIBOSOMAL PROTEIN SB >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 

235390 

LIB3272-054-P1-K1-D2 

BLASTX 

g464981 

737 

2.0e-78 

137 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 {L23762) 



34073 



ubiquitin carrier protein [Lycopersicon esculentum] 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

,E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method" 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235391 

LIB3272-054-P1-K1-D3 

BLASTX 

g3738285 

303 

l.Oe-27 

78 

74 

(AC005309) unknown protein [Arabidopsis thaliana] 



235392 

LIB3272-054-P1-K1-D5 

BLASTX 

gl313968 

395 

2.0e-38 

113 

67 

(Z72426) major allergen Mai d 



1 [Malus domestica] 



Seq. No. 
Seq. ID 



235393 ' • <: 

LIB3272-054-P1-K1-D7 

BLASTX 

g4432835 

148 

2.0e-09 

76 

39 

(AC006283) unknown protein [Arabidopsis thaliana] 
235394 

LIB3272-054-P1-K1-D8 

BLASTX 

gl351365 

185 

8.0e-14 

56 

62 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 6.7 KD PROTEIN 

(CR6) >gi_2130002_pir S68969 ubiquinol — cytochrome-c 

reductase (EC 1.10.2.2) - potato >gi_633683_emb_CAA57768_ 
(X82325) cytochrome c reductase subunit [Solanum tuberosum] 

235395 

LIB3272-054-P1-K1-E1 

BLASTX 

g3980412 

638 

7.0e-67 
138 
4 4 

(AC00.4561) pumilio-like protein [Arabidopsis thaliana] 
235396 

LIB3272-054-P1-K1-E2 



34074 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score • 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g4539292 

452 

4.0e-45 

96 

86 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 

235397 

LIB3272-054-P1-K1-E3 

BLASTX 

g2815246 

225 

2.0e-18 

55 

73 

(X95709) class I type 2 metallothionein [Cicer arietinum] 
235398 

LIB3272-054-P1-K1-E7 

BLASTX 

g2129495 

274 

3*.0e-24 

54 

8 9 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
{U30508) E6 [Gossypium barbadense] 

235399 

LIB3272-054-P1-K1-E9 

BLASTX 

g549063 

367 

4.0e-35 

112 

65 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

235400 

LIB3272-054-P1-K1-F11 

BLASTX 

g3450889 

253 

9.0e-22 

60 

80 

{AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
235401 

LIB3272-054-P1-K1-F4 
BLASTX 



34075 



NCBI GI 


g3805854 


BLAST score 


233 


E value 


2.0e-19 


Match length 


109 


% identity 


48 


NCBI Description 


{AL031986) putative protein [Arabidopsis thali 


Seq. No. 


235402 


Seq. ID 


LIB3272-054-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g34 93172 


BLAST score 


514 


E value 


2.0e-52 


Match length 


117 


% identity 


85 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsutum] 


Seq. No. 


235403 


Seq. ID 


LIB3272-054-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


212 


E value 


2.0e-17 


Match length 


51 


% identity 


80 


NCBI Description 


(AF0838 90) 19S proteosome subunit 9 [Arabidops 


Seq. No. 


235404 


•Seq. ID 


LIB3272-054-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3024020 


BLAST score 


639 


E value 


5 . Oe-67 


Match length 


126 


% identity 


94 


NCBI Description 


INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 




>gi_2225881_dbj_BAA20877_ (AB004824) eukaryoti^ 




factor 5A3 [Solanum tuberosum] 


Seq. No. 


235405 


Seq. ID 


LIB3272-054-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3319882 


BLAST score 


615 


E value 


3.0e-64 


Match length 


121 


% identity 


98 


NCBI Description 


{AJ004960) elongation factor 1-alpha (EFl-a) [( 




arietinum] 


Seq. No. 


235406 


Seq. ID 


LIB3272-054-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2370459 


BLAST score 


274 


E value 


3.0e-24 


Match length 


111 



[Cicer 



3-4-07 6 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

{Y11987) FPFl protein [Sinapis' alba] 
235407 

LIB3272-054-P1-K1-G10 

BLASTX 

g3860277 

400 

5.0e-39 
95 

82 - 

{AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

235408 

LIB3272-054-P1-K1-G3 

BLASTX 

g4519673 

696 

l.Oe-73 

140 

83 

(AB017694) WREBP-2. [Nicotiana tabacum] 



Seq. No. 


235409 


Seq. ID 


LIB3272-054-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4204793 


BLAST score 


636 


E value 


l.Oe-66 


Match length 


135 


% identity 


47 


NCBI Description 


(U52079) P-glycoprotein [Solanum tuberosum] 


Seq. No. 


235410 


Seq. ID 


LIB3272-0.54-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3158372 


BLAST score 


4 36 


E value 


2.0e-43 


Match length 


90 


% identity 


53 


NCBI Description 


(AF035383) polyubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235411 

LIB3272-054-P1-K1-H1 

BLASTX 

gl20669 

4 97 

2.0e-50 

99 

93 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905__ (X6034 7) glyceraldehyde 



34077 



3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 


235412 


Seq. ID 


LIB3272-054-P1-K1-H11 


Method 


BLASTX 


NCBI Gi 


g3982596 


BLAST score 


261 


E value 


5.0e-23 


Match length 


83 


% identity 


63 


NCBI Description 


(AF039027) cationic peroxidase 2 [Glycine max] 


Seq. No. 


235413 


Seq. ID 


LIB32 72-054 -P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


396 


E value 


2.0e-39 


Match length 


100 


% identity 


84 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


235414 


Seq. ID 


LIB3272-054-P1-K1-H7 


Method 


BLASTX . ... 


NCBI GI 


g28277I3 


BLAST score 


309 • ^ - 


E value 


2.0e--28 


Match length 


111 


% identity 


60 


NCBI Description 


(AL021684) pyridoxal-phosphate-dependent aminotransferase 




like protein [Arabidopsis thaliana] 


Seq. No. 


235415 


Seq. ID 


LIB3272-054-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl20777 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


75" 


% identity 


44 


NCBI Description 


SUCCINATE-SEMIALDEHYDE DEHYDROGENASE (NADP+) (SSDH) 




>gi 147901 {M88334) succinic semialdehyde dehydrogenase 




[Escherichia coli] >gi_1789015 (AE000351) 




succinate-semialdehyde dehydrogenase, NADP-dependent 




activity [Escherichia coli] 


Seq. No. 


235416 


Seq. ID 


LIB3272-055-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4006957 


BLAST score 


267 


E value 


2.0e-23 


Match length 


97 - . ^ 


% identity 


52 


NCBI Description 


{AJ0O6910) pollen allergen Betvl, isoform at45 [Betula 




pendula] 



34078 



Seq. No. 


235417 


Seq. ID 


LIB3272-055-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g629483 


BLAST score 


228 


E value 


9 . Oe-19 


Match length 


115 


% identity 


44 


NCBI Description 


gene 1-Sc3 protein - European white birch 




>gi 534898 emb CAA54696 (X77601) 1 Sc-3 [ 




>gi_1584322_prf 2122374C allergen Bet v 1 




pendula] 


Seq. No. 


235418 


Seq. ID 


LIB3272-055-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2982452 


BLAST score 


250 


E value 


l.Oe-21 


Match length 


113 


% identity 


7 


NCBI Description 


(AL022223) receptor protein kinase-like pr^ 




[Arabidopsis t ha liana] 


Seq. No. 


235419 


Seq. ID 


LIB3272-055-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g862931 


BLAST score 


341 


E value 


3.0e-32 


Match length 


103 


% identity 


68 


NCBI Description 


(U27179) acidic glucanase [Medicago sativa 


Seq. No. 


235420 


Seq. ID 


LIB3272-055-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2462762 


BLAST score 


341 


E value 


4.0e-32 


Match length 


126 


% identity 


57 


NCBI Description 


(AC002292) Highly similar to auxin-induced 




(aldo/keto reductase family) [Arabidopsis 1 


Seq. No. 


235421 


Seq. ID 


LIB3272-055-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


456 


E value 


l.Oe-45 


Match length 


119 


% identity 


74 


NCBI Description 


60S'. RIBOSOMAL PROTEIN L5 


Seq. No. 


235422 



34079 



Seq. ID 


LIB3272-055-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


305 


E value 


4 .Oe-28 


Match length 


82 


% identity 


73 


NCBI Description 


(X95736) amino acid permease 6 [Arabidops 


Seq. No. 


235423 


Seq. ID 


LIB3272-055-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3415115 


BLAST score 


334 


E value 


2.0e-31 


Match length 


120 


% identity 


34 


NCBI Description 


(AF081202) villin 2 [Arabidopsis thaliana 


Seq. No. 


235424 


Seq. ID 


LIB3272-055-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl531758 ^ 


BLAST score 


714 


E value 


8.0e-76 


Match length 


139 


% identity 


92 


NCBI Description 


{X98772) AUXl [Arabidopsis thaliana] >gi 




unknown protein [Arabidopsis thaliana] 


Seq. No. 


235425 


Seq. ID 


LIB3272-055-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2811025 


BLAST score 


289 


E value 


5.0e-26 


Match length 


90 


% identity 


63 


NCBI Description 


ASPARTIC PROTEINASE PRECURSOR >gi 1944181 




(AB002695) aspartic endopeptidase [Cucurb: 


Seq. No. 


235426 


Seq. ID 


LIB3272-055-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g710308 


BLAST score 


643 


E value 


2.0e-67 


Match length 


141 


% identity 


86 


NCBI Description 


{U11693) victorin binding protein [Avena ; 


Seq. No. 


235427 


Seq. ID 


LIB3272-055-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3241945 


BLAST score 


265 


E value 


4.0e-23 



(AC003028) 



34080 





Match length 


128 




% identity 


44 




NCBI Description 


(AC004 625) unknovm protein [Arabidopsis thaliana] 




Seq. No. 


235428 




Seq. ID 


LIB3272-055-P1-K1-B7 




Method 


BLASTX 




NCBI GI 


g3413706 




BLAST score 


148 




E value 


7.0e-17 




Match length . 


87 




% identity 


61 




NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


235429 




Seq. ID 


LIB3272-055-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3694872 




BLAST score 


445 


'r= = 


E value 


3.0e-44 


01 


Match length 


112 




% identity 


75 


'"s " 


NCBI Description 


(AF092547) profilin [Ricinus communis] 




Seq. No. 


235430 




Seq. ID 


LIB3272-055-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


g2565305 




BLAST score 


209 




E value 


9.0e-17 


P 


Match length 


104 


!=£: 


% identity 


45 


fl 


NCBI Description 


{AF024589) glycine decarboxylase P subunit [Hordeum sp 






Triticum sp . ] 




Seq. No. 


235431 




Seq. ID 


LIB3272-055-P1-K1-C1 




Method 


BLASTX 




NCBI GI 


g3646373 




BLAST score 


636" 




E value 


l.Oe-66 




Match length 


124 




% identity 


94 




NCBI Description 


(AJ011078) RGPl protein [Oryza sativa] 




Seq. No. 


235432 




Seq. ID 


LIB3272-055-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


g2738949 




BLAST score 


4 63 




E value 


2.0e-46 




Match length 


96 




% identity 


91 ' 




NCBI Description 


(AF022213) cytosolic ascorbate peroxidase [Fragairia x 






ananassa] 



Seq. No. 235433 



34081 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-055-P1-K1-C11 

BLASTX 

g2735017 

457 

l.Oe-45 

124 

70 

(U82481) KI domain interacting kinase 1 [Zea mays] 
235434 

LIB3272-055-P1-K1-C4 

BLASTX 

gl332579 

626 

2'.0e-65 

126 

10 

{X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235435 

LIB3272-055-P1-K1-C6 

BLASTX 

g3721926 

530 

3.0e-54 

105 

99 

(AB017480) chloroplast F.tsH protease [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235436 

LIB3272-055-P1-K1-C7 

BLASTX 

g3158474 

308 

2.0e-28 

77 

82 

(AF067184) aquaporin 



1 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235437 

LIB3272-055-P1-K1-C8 

BLASTX 

gl408471 

517 

9.0e-53 

115 

82 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

235438 

LIB3272-055-P1-K1-D10 

BLASTX 

gll70747 

345 

l.Oe-32 



34082 



Match length 
% identity 
NCBI- Description 



Seq. No. 

Seq. ID 

lyiethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 
91 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenesis-abundant protein- [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

235439 

LIB3272-055-P1-K1-D2 

BLASTX 

g3281853 

181 

3.0e-13 

37. 
95 

{AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 


235440 


Seq. ID 


LIB3272-055-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3482980 


BLAST score 


326 


E value 


3.0e-30 ' 


Match length 


140 ' ■ 


% identity 


51 


NCBI Descriotion 


( ALO 1 6 g ^ --h vnol" hp'h'ip^il Trmt'fiin >rAT;=ilTi Hon c: -1 c 


Seq. No. 


235441 


■Seq. ID 


LIB3272-055-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3241945 


BLAST score 


192 


E value 


l.Oe-14 


Match length 


109 


% identity 


39 


NCBI Description 


(AC004 625) unknown protein [Arabidopsis thai 


Seq. No. 


235442 


Seq. ID 


LIB3272-055-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl67367 


BLAST score 


406 


E value 


l.Oe-39 


Match length 


109 


% identity 


72 


NCBI Description 


(L08199) peroxidase [Gossypium hirsutum] 


Seq. No. 


235443 


Seq. ID 


LIB3272-055-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


379 


E value 


l.Oe-36 


Match length 


114 


% identity 


69 


NCBI Description 


(Z81012) unknown [Ricinus communis] 



34083 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235444 

LIB3272-055-P1-K1-E5 

BLASTX . 

gl076668 

480 

2.0e-48 

124 

73 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 
[Solanum tuberosum] 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235445 

LIB3272-055-P1-K1-E6 
BLASTX 
^gl32944 
657 

4 .Oe-69 

131 

92 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


235446 


Seq. ID 


LIB3272-055-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2662343 


BLAST score 


548 


E value 


2.0e-56 


Match length 


112 


% identity 


96 


NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 


Seq. -No. 


235447 


Seq. ID 


LIB3272-055-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl657948 


BLAST score 


349 


E value 


4.0e-33 


Match length 


96 


% identity 


73 


NCBI Description 


(U734 66) MipC [Mesembryanthemum crystallinum] 


Seq. No. 


235448 


Seq. ID 


LIB3272-055-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3123271 


BLAST score 


407 


E value 


6.0e-40 


Match length 


101 


% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381 




ribosomal protein S6 [Arabidopsis thaliana] 


Seq. No. 


235449 


Seq. ID 


LIB3272-055-P1-K1-F4 



(Y14052) 



34084 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 
g549063 
4 93 

7.0e-50 

113- 
82 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

235450 

LIB3272-055-P1-K1-F6 

BLASTX 

g3868758 

484 

8.0e-49 

136 

65 

{D8 9802) elongation factor IB gamma [Oryza sativa] 
235451 

LIB3272-055-P1-K1-F7 
BLASTX 

g4210948 ' • " • 

514 

2.0e-52 

100 

96 

(AF085275) DnaJ protein [Hevea brasiliensis ] 
235452 

LIB3272-055-P1-K1-F8 

BLASTX 

g3142698 

362 

l.Oe-34 
88 

78 ^ 
(AF064542) protein farnesyltransf erase subunit A 
[Arabidopsis thaliana] 

235453 

LIB3272-055-P1-K1-F9 

BLASTX 

g2088651 

313 

6.0e-29 , . " 

101 

61 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

235454 

LIB3272-055-P1-K1-G1 

BLASTX 

g4567267 



34085 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313 

5.0e-43 

95 

60 

(AC006841) putative zinc finger protein [Arabidopsis 
thaliana] 

235455 _ 

LIB3272-055-P1-K1-G10 

BLASTX 

g'417103 

645 

l.Oe-67 

129 

100 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_einb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_einb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_14 35157_emb_CAA5844 5,^ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi__3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_einb_CAB38 916. 1_ {AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755_emb_CAB38917 , 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

235456 

LIB3272-055-P1-K1-G12 ; , ' 

BLASTX 

g2995384 

167 

9.0e-12 

59 

57 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
235457 

LIB3272-055-P1-K1-G3 

BLASTX 

g464444 

466 

7.0e-47 
100 

89 - . 

PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX 30 KD SUBUNIT) >gi_54 188 9_pir S39900 proteasome - 

Arabidopsis thaliana >gi_166830 (M98495) proteasome 
[Arabidopsis thaliana] 



34086 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235458 

LIB3272-055-P1-K1-G9 

BLASTX 

g2739168 

311 

2.0e-36 

115 

67 

{AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235459 

LIB3272-055-P1-K1-H1 

BLASTX 

g4455207 

440 

l.Oe-43 

95 

91 

(AL035440) ubiquitin-like protein [Arabidopsis thaliana] 
235460 

LIB3272-055-P1-K1-H10 

BLASTX 

gl076737 

414 

8.0e-41 

81 

98 

beta-tubulin R1623 - rice 



Seq. No. 


235461 


Seq. ID 


LIB3272-055-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4455207 


BLAST score 


339 


E value 


8.0e-32 


Match length 


96 


% identity 


75 


NCBI Description 


(AL035440) ubiquitin-like protein [Arabidopsis thaliana] 


Seq, No. 


235462 


Seq. ID 


LIB3272-055-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g544437 


BLAST score 


374 


E value 


6.0e-36 


Match length 


85 


% identity 


86 


NCBI Description 


GLUTATHIONE PEROXIDASE HOMOLOG (SALT-ASSOCIATED PROTEIN) 




>gi_296358_emb_CAA47018_ {X66377) CIT-SAP [Citrus sinens 


Seq. No. 


235463 ' • ' 


Seq. ID 


LIB3272-055-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3851636 



34087 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
^Method 
NCBI GI 
BLAST score 
E value 
Matbh length 
%* identity 
NCBI Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



383 

4.0e-37 

91 ' 

79 

{AF098519) unknovm [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

235464 

LIB3272-058-P1-K1-A10 

BLASTX 

g549063 

377 

3.0e-36 

114 

66 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

235465 

LIB3272-058-P1-K1-A11 

BLASTX 

94 64707 

663 

8.0e-70 

132 

96 

40S RIBOSOMAL PROTEIN S18 >gi_480908__pir S374 96 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb__CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_4 34 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ {Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana, ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4 538910_emb_CAB39647. 1_ (AL049482) S18,A ribosomal 
protein [Arabidopsis thaliana] 

235466 

LIB3272-058-P1-K1-A12 

BLASTX 

g3021265 

200 

2.0e-15 

140 

36 

(AL022347) protein kinase - like protein [Arabidopsis 
thaliana] >gi_3292839_emb_CAA19829_ (AL031018) protein 
kinase - like protein [Arabidopsis thaliana] 



Seq. No. 



235467 



34088 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB327 
BLASTX 
gl7058 
475 

9.0e-4 

14i 

64 

ACIDIC 
{Z6812 



2-058-P1-K1-A2 

12 

8 



CHITINASE PRECURSOR >gi_1150686_emb_CAA92207_ 
3) acidic chitinase [Vitis vinifera] 



235468 

LIB3272-058-P1-K1-A3 

BLASTX 

gll70747 

385 

3.0e-37 

87 

85 

LATE EMBRYOGENESIS ABUNDANT PROTEIN LEA5-A >gi_167345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi_167347 (M37697) Lea5-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

235469 

LIB3272-058-P1-K1-A4 

BLASTX 

g2500347 

254 

2.0e-26 

117 

60 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 

>gi_3878691_emb_CAA90127_ (Z49911) similar to ribosomal 
protein (L7AE family); cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 

235470 

LIB3272-058-P1-K1-A5 

BLASTX 

gl36636 

543 

9.0e-56 

105 

95 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBCl - 

Arabidopsis thaliana >gi_442594_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E.G. 6.3.2 . 19) >gi_29818 94__pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 ■(M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 



235471 



34089 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-058-P1-K1-A6 

BLASTX 

gl709498 

566 

2'.0e-58 

127 

80 

OSMOTIN-LIKE PROTEIN OSM34 PRECURSOR 

>gi_1362001_pir S57524 osmotin precursor - Arabidopsis 

thaliana >gi_887390_emb__CAA61411_ (X89008) osmotin 
[Arabidopsis thaliana] 

235472 

LIB3272-058-P1-K1-A8 

BLASTX 

gl220196 

612 

7.0e-64 

133 

86 

(U4 9061) alcohol dehydrogenase 2a [Gossypium hirsutum] 
235473 

LIB3272-058-P1-K1-B10 

BLASTX 

g2497702 

197 

3.0e-15 

133 

36 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019_pir 140710 outer membrane lipoprotein - 

Citrobacter freundii >gi_717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 

235474 

LIB3272-058-P1-K1-B12 

BLASTX 

gl657948 

468 

6.0e-47 

103 

87 

(U73466) MipC [Mesembryanthemum crystallinum] 
235475 

LIB3272-058-P1-K1-B2 

BLASTX 

g2459417 

542 

l.Oe-55 

118 

86 

{AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



Seq. No. 



235476 



34090 



Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3272-058-P1-K1-B4 

BLASTX 

g3193285 

143 

7.0e-09 

85 

33 

(AF069298) T14P8.18 gene product [Arabidopsis thaliana] 
235477 

LIB3272-058-P1-K1-B7 

BLASTX 

gl431629 

380 

l.Oe-36 

99 

70 

{X99348) pectinacetylesterase precursor [Vigna radiata] 
235478 

LIB3272-058~P1-K1-B8 

BLASTX 

g4455129 

277 

l.Oe-24 

84 

62 

{AF1277 61) ribonucleoprotein ZRNPl [Homo sapiens] 



235479 

LIB3272-058-P1-K1-B9 

BLASTX 

gl769903 

414 

1.0e-40 

127 

61 

(X95738) proline transporter 2 



[Arabidopsis thaliana] 



235480 

LIB3272-058-P1-K1-C1 

BLASTX 

g2792297 

261 

l.Oe-22 

77 

58 

(AF039183) GAST-like gene product [Fragaria x ananassa] 
235481 

LIB3272-058-P1-K1-C11 
BLASTX 
g3023180 - 
4 60 

5.0e-46 
114 
82 . 



34091 



NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14-3-3-LIKE PROTEIN 10 >gi_1771166_emb_CAA67374 . 1_ {X98866) 
14-3-3 protein [Lycopersicon esculentum] 

235482 

LIB3272-058-P1-K1-C3 

BLASTX 

g3738257 

580 

4 .Oe-60 

124 

91 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

235483 

LIB3272-058-P1-K1-C5 

BLASTX 

gll66450 

302 

2.0e-27 

66 

82 

(X95262) Tfm5 [Lycopersicon esculentum] 
235484 

LIB3272-058-P1-K1-C7 
BLASTX < 
g529353 
221 

4.0e-18 

80 

57 

(U12757) diphenol oxidase [Acer pseudoplatanus] 



235485 

LIB3272-058-P1-K1-D1 

BLASTX 

g3805964 

593 

l.Oe-61 

140 

76 

(Y13773) laccase [Populus balsamifera subsp. 



trichocarpa] 



235486 

LIB3272-058-P1-K1-D11 

BLASTX 

g3023847 

575 

2.0e-59 

119 

36 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN >gi_238537 6_emb_CAA69934_ (y08678) G protein' beta 
subunit-like [Medicago sativa] 



Seq. No. 



235487 



34092 



Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity , 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-058-P1-K1-D12 

BLASTX 

gll30682 

723 

7.0e-77 

139 

99 

(Z46959) 



acetohydroxyacid synthase [Gossypium hirsutuiu] 



235488 

LIB3272-058-P1-K1-D3 

BLASTX 

gl24224 

682 

5.0e-72 

135 

95 

INITIATION FACTOR 5A-1 (EIF-5A) {EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

235489 

LIB3272-058-P1-K1-D4 

BLASTX 

g586797 

236 

9.0e-20 

100 

44 

HYPOTHETICAL 59.1 KD PROTEIN ZK637 . 1 IN CHROMOSOME III 
235490 

LIB3272-058-P1-K1-D5 

BLASTX 

g3023316 

248 

4.0e-21 

123 

45 

ALTERNATIVE OXIDASE 1 PRECURSOR >gi_558054__bbs_150257 
(S71335) alternative oxidase, AOX [Nicotiana 
tabacum=tobacco, cv Bright Yellow, suspension cells.. 
Peptide Mitochondrial, 353 aa] [Nicotiana tabacum] 
>gi_1090812_prf 2019465A Aoxl gene [Nicotiana tabacum] 

2354 91 

LIB3272-058-P1-K1-D6 

BLASTX 

gl620898 

581 

3.0e-60 

141 

81 

(D87957) protein involved in sexual development [Homo 
sapiens] 



34093 



Seq. No. 


235492 


Seq, ID 


LIB3272-058-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3694872 


BLAST score 


485 


E value 


6.0e-49 


Match length 


118 


% identity 


77 


NCBI Description 


{AF092547) profilin [; 


Seq. No. 


235493 


Seq. ID 


LIB3272-058-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


410 


E value 


4 .Oe-40 


Match length 


122 


% identity 


69 


NCBI Description 


ribosomal protein L7 


Seq. No. 


235494 


Seq. ID 


LIB3272-058-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl35406 ^ 


BLAST score 


552 


E value 


8.0e-57 


Match length * 


107 


% identity 


96 


NCBI Description 


TUBULIN ALPHA-3 /ALPHA- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



alpha-5 chain - Arabidopsis thaliana >gi^l66912 {M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 {M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

235495 

LIB3272-058-P1-K1-E12 

BLASTX 

gl706918 

258 

2.0e-22 

105 

46 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 

235496 

LIB3272-058-P1-K1-E2 

BLASTX 

g2244806 

151 

9.0e-10 

80 

35 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
235497 

LIB3272-058-P1-K1-E3 
BLASTX 



34094 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703028 
167 

l.Oe-11 

87 

43 

CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 (CLATHRIN 
COAT ASSOCIATED PROTEIN AP47 HOMOLOG 2) (GOLGI ADAPTOR AP- 
47 KD PROTEIN HOMOLOG 2) (HAl 47 KD SUBUNIT HOMOLOG 2) 
(CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPL... 

>gi_2134 919_pir ^A57170 clathrin-associated protein AP47 

homolog CLA20 - human >gi_807815_dbj_BAA07415_ {D38293) 
clathrin-like protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235498 

LIB3272-058-P1-K1-E4 

BLASTX 

gl843527 

509 

9.0e-52 

132 

45 

(U73747) annexin [Gossypium hirsutum] 
235499 

LIB3272-058-P1-K1-E5 

BLASTX 

g3355468 

540 

2.0e-55 

123 

90 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235500 

LIB3272-058-P1-K1-E6 

BLASTX 

gll73218 

567 

l.Oe-58 

113 

97 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No.* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235501 . 

LIB3272-058-P1-K1-E7 

BLASTX 

g629483 

323 

6.0e"30 

121 

54 

gene 1- 
>gi_534 
>gi 158 



Sc3 protein - European white birch 

898_emb_CAA54 696_' (X77601) 1 Sc-3 [Betula pendula] 
4322_prf 2122374C allergen Bet v 1-Sc3 [Betula 



34095 



pendula] 



Seq. No. 


235502 


Seq. ID 


LIB3272-058-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2950478 


BLAST score 


223 


E value 


3.0e-18 


Match length 


103 


% identity 


47 


NCBI Description 


(AL022070) hypothetica 


Seq. No. 


235503 


Seq. ID 


LIB3272-058-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


300 


E value 


2.0e-27 


Match length 


90 


% identity 


67 


NCBI Description 


(AJ004810) cytochrome i 


Seq. No. 


235504 


Seq. ID 


LIB3272-058-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g418596 


BLAST score 


242 


E value 


2.0e-20 


Match length 


99 


% identity 


43 


NCBI Description 


PUTATIVE 4 OS RIBOSOMAL 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_485540_pir S33911 hypothetical protein YHR148w - yeast 

(Saccharomyces cerevisiae) >gi_4014_emb_CAA4 9237_ (X69480) 
uORFl [Saccharomyces cerevisiae] >gi_500654 {U10397) 
Yhrl48wp [Saccharomyces cerevisiae] 

235505 

LIB3272-058-P1-K1-F12 
BLASTX 
gl66622 
672 

7.0e-71 
126 
99 

(U76190 
[Pisum 
>gi_172 



IS 



) actin [Pisum sativum] >gi_1666230 (U76191) actin 
sativum] >gi_1724137 (U81046) actin [Pisum sativum] 
4139 (U81047) actin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235506 

LIB3272-058-P1-K1-F3 

BLASTX 

gl657948 

492 

9.0e-50 

125 

78 

(U734 66) MipC [Mesembryanthemum crystallinum] 



34096 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235507 

LIB3272-058-P1-K1-F5 

BLASTX 

gl24224 

620 

9.0e-65 

122 

94 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- conmion tobacco >gi_19887_emb__CAA45105_ {X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235508 

LIB3272-058-P1-K1-F8 

BLASTX 

g549063 

402 

3.0e-39 

119 

67 

TEIANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir ^A38 958 IgE-dependent histamine-releasing 

factor homolog rice >gi_303835_dbj_BAA02151 - {D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method* 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235509 

LIB3272-058-P1-K1-F9 

BLASTX 

g508304 

218 

l.Oe-17 

76 

58 

(L223P5) corC [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235510 

LIB3272-058-P1-K1-G10 

BLASTX 

g3023847 

561 

7.0e-58 

116 

35 

GUANINE 
PROTEIN 
subunit 



NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
>gi_2385376_einb_CAA69934_ (Y08678) G protein beta 
-like [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235511 

LIB3272-058-P1-K1-G12 

BLASTX 

g4239845 

240 

3.0e-21 

130 

44 



34097 



NCBI Description 



(AB015855) transcription factor TEIL [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235512 

LIB3272-058-P1-K1-G2 

BLASTX 

g4510398 

346 

l.Oe-32 

130 

50 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
235513 

LIB3272-058-P1-K1-G3 

BLASTX 

g548852 

361 

2.0e-34 

82 

80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

235514 

LIB3272-058-P1-K1-G5 

BLASTX 

g2388578 

481 

2.0e-48 

135 

72 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580,gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235515 r, 

LIB3272-058-P1-K1-G7 

BLASTX 

g2244769 

209 

7.0e-17 

70 

59 

{Z97335) xyloglucan endotransglycosylase-related protein 
XTR-7 [Arabidopsis thaliana] 

235516 

LIB3272-058-P1-K1-G8 

BLASTX 

gl332579 

653 

l.Oe-68 

131 

10 

(X98063) polyubiquitin [Pinus sylvestris] 



34098 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235517 
,,LIB327-2-058-Pl-Kl-G9 
BLASTX . ' 

g2160166 
332 

5.0e-31 

131 

57 

(AC000132) No definition line found [Arabidopsis thaliana] 
235518 

LIB3272-058-P1-K1-H1 

BLASTX 

g2462929 

330 

8.0e-31 

135 

56 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
235519' 

LIB3272-058-P1-K1-H10 

BLASTX 

g2970051 

502 

6.0e-51 ■* 

107 

90 

(AB012110) ARGIO [Vigna radiata]^ 
235520 

LIB3272-058-P1-K1-H11 

BLASTX 

g4426565 

140 

3.0e-10 
123 

31 • ' 

(AF031483) unknown [Rattus norvegicus] 

235521 

LIB3272-058-P1-K1-H12 

BLASTX 

gll73104 

447 

2.0e-44 

94 

78 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

235522 . . .. 

LIB3272-058-P1-K1-H2 

BLASTX 

g4185140 

406 



34099 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' > 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-39 
88 

91 - 
(AC005724) putative small nuclear ribonucleoprotein E 
(snRNP-E) [Arabidopsis thaliana] 

235523 

LIB3272-058-P1-K1-H3 

BLASTX 

gl35406 

507 

2.0e-51 

99 

96 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

235524 

LIB3272-058-P1-K1-H4 

BLASTX 

gl730843 

187 

5.0e-14 

140 

14 

HYPOTHETICAL 17.1 KD PROTEIN IN SIP3-MRPL30 INTERGENIC 

REGION >gi_2131945_pir S63228 hypothetical protein YNL255c 

- yeast (Saccharomyces cerevisiae) 

>gi_1255963__emb_CAA65489_ (X96722) ORE N0852 [Saccharomyces 
cerevisiae] >gi_1302303_emb_CAA96162_ (Z71531) ORE YNL255c 
[Saccharomyces cerevisiae] 

235525 

LIB3272-058-P1-K1-H5 

BLASTX 

g3882081 

685 

2.0e-72 

139 

39 

(AJ012552) polyubiquitin [Vicia faba] 
235526 

LIB3272-058-P1-K1-H6 

BLASTX 

gl076660 

229 

6.0e-19 

47 

89 

D13F{MYBST1) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl^Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 



34100 



Seq. No. 


235527 


Seq. ID 


LIB3272-058-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2541886 


BLAST score 


141 


E value 


l.Oe-08 


Match length 


52 


% identity 


58 


NCBI Description 


{D63675) acetolactate synthase [Cyanidioschy: 


Seq. No. 


235528 


Seq. ID 


LIB3272-058-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3860272 


BLAST score 


423 


E value 


l.Oe-59 


Match length 


136 


% identity 


78 


NCBI Description 


(AC005824) putative suppressor protein [Arab: 




thaliana] >gi_4314399_gb_AAD15609_ (AC006232 




protein [Arabidopsis thaliana] 


Seq. No. 


• 235529 


Seq. ID 


-LIB3272-058-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


'g3335365 


BLAST score 


233 


E value 


2.0e-19 


Match length 


87 


% identity 


60 


NCBI Description 


(AC003028) high affinity calcium antiporter 




thaliana] 


Seq. No. 


235530 


Seq. ID 


uC-gsf ImaxxaOOlallbl 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


42 


% ' identity 


83 



NCBI Description 



2-CYS PEROXIREDOXIN BASl PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235531 

uC-gsflmaxxa001c04bl 

BLASTX 

g4309884 

148 

l.Oe-09 

44 

64 

(AC006389) similar to Schizosaccharomyces pombe splicing 
factor; similar to PID: 3395591 [Homo sapiens] 



Seq. No. 



235532 



34101 



Seq. ID uC-gsflmaxxa001cl2bl 

Method - BLASTX 

. NCBI GI g3355483 

BLAST score 298 

E value 4 .Oe-27 

Match length 59 

% identity 81 

NCBI Description (AC004218) gibberellin-regulated protein (GASA5)-like 
[Arabidopsis thaliana] 

Seq. No. 235533 

Seq. ID uC-gsflniaxxa001dl2bl 

Method BLASTX 

NCBI GI g2894558 

BLAST score 24 6 

E value 5.0e-21 

Match length 121 

^ % identity 60 

P NCBI Description (AL021890) putative protein [Arabidopsis thaliana] 

ni Seq. No. 
^ Seq. ID 

Method 
J NCBI GI 
i=J BLAST score 
M= E value 
Q\ Match length 
J % identity 

NCBI Description 



235535 

uC-gsflmaxxaOOlf 05bl 

BLASTX 

g3402690 

153 

3.0e-10 

101 

40 

(AC004697) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 235536 

Seq. ID uC-gsflmaxxaOOlf 12bl 

Method BLASTX 

NCBI GI g3522937 

BLAST score 234 

E value 9.0e-20 

Match length 77 

% identity 61 

NCBI Description {AC004411) unknown protein [Arabidopsis thaliana] 

Seq. No. 235537 

Seq. ID uC-gsflinaxxa001h05bl 

Method BLASTX 

NCBI GI g3776015 

BLAST score 241 

E value 2.0e-20 



235534 

uC-gsflmaxxaOOlf Olbl, 
BLASTX 
gl922246 
190 

2.0e-14 
105 
42 

(Y10086) putative dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34102 



110 
52 

(AJ010471) RNA h'elicase [Arabidopsis thaliana] 
>gi_4249378_gb_AAD14475_ (AC005966) Identical to 
gb_AJ010471 mRNA for DEAD box RNA helicase {RH22) from 
Arabidopsis thaliana. EST gb_Y11191 comes from this gene. 
[Arabidopsis thaliana] 

Seq. No. 235538 

Seq. ID uC-gsflmaxxa001hl2bl 

Method BLASTX 

NCBI GI g4056457 

BLAST score 268 

E value l.Oe-23 

Match length 68 

% identity 75 

NCBI Description (AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 

Seq. No. 235539 

Seq. ID uC-gsflmaxxa002b04bl 

Method BLASTX 

NCBI GI . g2213587 

BLAST score 301 

E value l.Oe-27 

Match length.^ 107 

% identity ' 63 

NCBI Description (AC00Q348) T7N9.7 [Arabidopsis thaliana] 

Seq. No. 235540 

Seq- ID uC-gsflmaxxa002bllbl 

Method BLASTX 

NCBI GI g2781345 

BLAST score 453 

E value 2.0e-45 

Match length, 104 

% identity 78 

NCBI Description (AC003113) • F2401 . 2 [Arabidopsis thaliana] 

Seq. No. 235541 

Seq. ID uC-gsflmaxxa002d05bl 

Method BLASTX 

NCBI GI g4539420 

BLAST score 237 

E value 8.0e-20 

Match length 7 9 

% identity 62 - 

NCBI Description (AL049171) putative protein (fragment) [Arabidopsis 
thaliana] 

Seq. No. 235542 

Seq. ID uC-gsflmaxxa002d06bl 

Method BLASTX 

NCBI GI gl449179 

BLAST score 334 

E value 3.0e-31 

Match length 116 



Match length 

% identity 

NCBI Description 



34103 



% identity 

NCBI Description 



Seq. No. 

Seq/ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



57 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 

235543 

uC-gsflmaxxa002e06bl 

BLASTX 

gl703446 

194 

5.0e-15 

70 

57 

L-ASPARAGINASE 
>gi_1076292_pir 
>gi__7 3591 8_emb_CAA8 4367 
thaliana] 



L-ASPARAGINE AMIDOHYDROLASE) 
S53127 asparaginase - Arabidopsis thaliana 
(Z34 884 ) asparaginase [Arabidopsis 



235544 

uC-gsf Iinaxxa002e07bl 

BLASTX 

g3004565 

526 

9.0e-54 

145 

29 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
235545 

uC-gsflmaxxa002el0bl 

BLASTX 

gll43445 

308 

3.0e-28 

72 

83 

(X887 97) cinnamyl alcohol dehydrogenase [Eucalyptus gunnii] 
235546 

uC-gsf lmaxxa002ellbl 

BLASTX 

g3327393 

150 

l.Oe-09 

93 

33 

{AC004483) hypothetical protein [Arabidopsis thaliana] 

235547 . . 

uC-gsflinaxxa002el2bl 

BLASTX 

g2342683 

285 

l.Oe-25 

57 

88 

(AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U4 6067). [Arabidopsis thaliana] 



34104 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235548 

uC"gsflmaxxa002f06bl 

BLASTX 

gl495802 

772 

2.0e-82 

170 

78 

(X96405) 13-lipoxygenase [Solanum tuberosum] 
235549 

uC-gsflinaxxa002f07bl 

BLASTX 

gl703375"' 

664 

8.0e-70 

130 

100 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ 
DcARFl [Daucus carota] 



(D45420) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235550 

uC-gsflmaxxa002f08bl 

BLASTX 

g541847 

242 

4.0e-21 

58 

78 

alcohol dehydrogenase 



(EC 1.1.1.1) - Arabidopsis thaliana 



235551 ■ 

uC^gsflmaxxaO02g02bl 

BLASTX 

g3288883 

374 

5.0e-36 

102 

75 

(AB015431) SAR DNA binding protein [Oryza sativa] 
235552 

uC-gsflmaxxa002g03bl 

BLASTX 

g3540194 

253 

7.0e-22 

64 

84 

(AC004260) AtVPS45p [Arabidopsis thaliana] 
235553 

uC-gsflmaxxa0O2hl0bl 

BLASTX 

g2213601 

364 



34105 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



9.0e-35 

129 

57 

(AC000348) T7N9.21 [Arabidopsis thaliana] 
235554 

uC-gsflmaxxa002hllbl 

BLASTX 

g2407800 

520 

6.0e-53 

130 

82 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
215555 

uC-gsflmaxxa003d07bl 

BLASTX 

g2342690 

442 

7.0e-44 

135 

67 

{AC000106) Similar to Homo copine I (gb_U8324 6) . 
[Arabidopsis thaliana] . . 

235556 

uC-gsflmaxxa003d09bl 

BLASTX 

g2880043 

439 

l.Oe-43 

129 

66 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

235557 

uC-gsf Imaxxa003e06bl 

BLASTX 

g4512661 

273 

3.0e-24 

97 

55 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544468_gb_AAD22375.1_AC006580_7 (AC006580) putative 
DNA binding protein [Arabidopsis thaliana] 

235558 

uC-gsflmaxxa003el0bl 

BLASTX 

g2341039 

342 

3.0e-32 

97 

67 



34106 



NCBI Description 



(AC000104) Similar to Nicotiana lesion-inducing ORF 
(gb_U66269) . [Arabidopsis thaliana] 



Seq. No. 


235559 


Seq. ID 


uC-gsflmaxxa003el2bl 


Method 


BLASTX 


NCBI GI 


g2582665 


BLAST score 


499 


E value 


8.0e-51 


Match length 


105. 


% identity 


94 


NCBI Description 


(Z82983) thi [Citrus 


Seq. No. 


235560 


Seq. ID 


uC-gsf lmaxxa003f Olbl 


Method 


BLASTX 


NCBI GI 


g3452263 


BLAST score 


358 


E value 


3.0e-34 


Match length 


99 


% identity 


70 


NCBI Description 


(AF0.35936) phosphatic 




thaliana] 


Seq. No. 


235561 


Seq. ID 


uC-gsf lniaxxa003f 02bl 


Method 


BLASTX 


NCBI GI 


g3738257 


BLAST score' 


191 


E value 


l.Oe-14 


Match length 


42 


% identity 


95 


NCBI Description 


(ABO 184 10) cytosolic 




nigra] 


Seq. No. 


235562 


Seq. ID 


uC-gsflmaxxa003f03bl 


Method 


BLASTX 


NCBI GI 


g3892059 


BLAST score 


272 


E value 


5.0e-24 


Match length 


76 


% identity 


59 



4-]cinase; PI4K [Arabidopsis 



1 [Populus 



NCBI Description 



(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235563 

uC-gsflmaxxa003f08bl 

BLASTX 

g3618343 

369 

3.0e-35 

148 

47 

(AB009398) 26S proteasome subunit p40.5 [Homo sapiens] 
>gi_4506223_ref_NP_002808. l_pPSMD13_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



34107 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



235564 

uC-gsflmaxxa003g03bl 

BLASTX 

g4580388 

224 

3.0e-18 

130 

43 

{AC007171) hypothetical protein [Arabidopsis thaliana] 
235565 

uC-gsflmaxxa003g08bl 

BLASTX 

g4033424 

363 

8.0e-35 

82 

87 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] ' 

235566 

uC-gsflinaxxa003gl0bi ^ ^ • 

BLASTX 

g3582002 

153 

5.0e-10 

94 

40 

{AJ010943) tomato invertase inhibitor [Lycopersicon 
esculentum] 

235567 

uC-gsflmaxxa003hllbl 

BLASTX 

g4432839 

355 

9.0e-34 

78 

46 

(AC006283) unknown protein [Arabidopsis thaliana] 
235568 

uC-gsflmaxxa004d06bl 

BLASTX * 

g4220524 

180 

2.0e-13 

40 

78 

(AL035356) putative protein [Arabidopsis thaliana] 
235569 

uC-gsflmaxxa004e02bl 
BLASTX 



34108 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g231586 
191 

2.0e-14 

40 

93 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3-6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

235570 

uC-gsflmaxxa004e04bl 

BLASTX 

g3860321 

242 

6.0e-43 
109 

75 

(AJ012687) beta-galactosidase [Cicer arietinum] 
235571 • 

.uC-gsflmaxxa004el0bl 

BLASTX 

g3877252 

265 

4.0e-23 

125 

46 

(Z93382) F45G2.10 [Caenorhabditis elegans] 
235572 

uC-gsf lmaxxa004f 04bl 

BLASTX 

g4539335 

349 

5.0e-33 

136 

52 

{AL035539.) putative protein [Arabidopsis thaliana] 
235573 

uC-gsflmaxxa004f 12bl 

BLASTX 

g4220475 

197 

4.0e-15 

154 

5 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
235574 

uC-gsf Imaxxa004g06bl 

BLASTX 

g2498886 

234 

2.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



85 
45 

PROTEIN TRANSPORT PROTEIN SEC23 HOMOLOG ISOFORM B 
>gi_1296666_emb_CAA65775_ (X97065) Sec23 protein [Homo 
' sapiens] 

235575 

uC-gsf Imaxxa004g09bl 

BLASTX 

g3236235 

317 

3.0e-29 

93 

69 

(AC004 684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



235576 

uC-gsflinaxxa005a01bl 

BLASTX 

g2827718 

211 

l,0e-16 

86 

56 

(AL021684 ) retrotranspospn 
thaliana] 

235577 

uC-gsf Iinaxxa005b08bl 

BLASTX 

g3746063 

218 

l,0e-17 

95 

43 

(AC005311) unknown protein 
235578 

uC-gsflmaxxa005bl2bl 

BLASTX 

g4262229 

140 

7.0e-09 

68 

44 

(AC006200) unknown protein 
235579 

uC-gsflmaxxa005c03bl 

BLASTX 

g3702331 

269 

l.Oe-23 

139 

48 



- like protein [Arabidopsis 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
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NCBI Description 


( ACOO 53 97 ) h VOOl" hf^i" i 1 nT*ri'h o i n F Zi r*^Kn Hr\r>c> -Jo 

V \j \j ^ ^ ^ 1 1 ny^^juiic cxt^ax ^xDLoxii i^rixaoiQops IS cnaxxanaj 


Seq. No. 


235580 


Seq. ID 


uC-gsf Iinaxxa005c05bl 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


276 


E value 


6.0e-25 


Match length 


71 


% identity 


70 


NCBI Description 


(AL021749) heat— shock orotein f Ar;:)^!! Hnr^Q-l d -t-ha i -i ana i 


Seq. No. 


235581 


Seq. ID ^ 


uC-gsflmaxxa005d04bl 


Method 


BLASTX 


NCBI GI 


g3249095 


BLAST score 


230 


E value 


4.0e-19 


Match length 


69 


% identity 


67 


NCBI Description 


(AC003114) Contains similarity to dihydrof olate reductas 



(dfrl) gb_L13703 from Schizosaccharomyces pombe. ESTs 
gb_N37567 and gb_T43002 come^ from this gene. [Arabidopsi 
thaliana] 



235582 

uC-gsflmaxxa005d08bl 

BLASTX 

g897638 

278 . 

8..0e-25 

56 

96 

(M10124) unknown protein [Nicotiana tabacum] 
>gi_22434 9_prf 1102209C ORF 3 [Nicotiana sp.] 



Seq. No. ■ 235583 

Seq. ID uC-gsflmaxxa006a04bl 

Method BLASTX 

NCBI GI g2880049 

BLAST score 391 

E value 4.0e-38 

Match length 97 

% identity 76 

NCBI Description (AC002340) hypothetical protein [Arabidopsis thaliana] 

Seq. No. ^ 235584 

Seq. ID ■ uC-gsflmaxxa006a07bl 

Method BLASTX 

NCBI GI g4522012 

BLAST score 406 

E value l.Oe-39 

Match length 111 

% identity 70 

NCBI Description (AC007069) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 235585 



34111 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length • 
'% identity 
NCBI Description 



Seq. No. 
Seq. ID ^ 
Method 
NCBI GI 
BLAST score 
E value 



uC-gsflmaxxa006a08bl 

BLASTX 

g99807 

233^ 

9.0e-28 

111 

59 

gene BplO protein.- rape >gi_17782_emb_CAA4717 6_ 
Bplo [Brassica napus] 



(X66607) 



235586 

uC-gsf Imaxxa006al0bl 

BLASTX 

g2880049 

378 

2.0e-36 

111 

67 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
235587 

■uC-gsflmaxxa006b06bl 

BLASTX 

g3757522 

208 

l.Oe-16 

110 

47 

(AC005167) putative splicing factor [Arabidopsis thaliana] 
235588 

uC-gsflmaxxa006cl2bl 

BLASTX 

g3063396 

369 

2.0e-35 

85 . - " 

81 

{AB012947) vcCyP [Vicia faba] 
235589 

uC-gsf Imaxxa006d04bl 

BLASTX 

g3297824 

220 

7.0e-18 
76 

66 . . 

(AL031032) bZIP transcription factor 
[Arabidopsis thaliana] 

235590 

uC-gsflmaxxa009a06bl 
BLASTX 
gl362086 
153 

l.Oe-15 



like protein 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



1 PRECURSOR 
1) (CELL WALL 



67 

67 ^ 

5-methyltetrahydropteroyltrigIutaitiate — homocysteine 
S-methyltransf erase (EC 2.1.1.14)'- Madagascar periwinkle 
>gi_2129919j>ir S65957 

5~rtiethyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA584 74_ (X83499) methionine synthase 
[Catharanthus roseus] 

235591 

uC- g s f Imaxxa 009al2bl 

BLASTX 

gl24712 

375 

5.0e-36 

91 

73 

BETA-FRUCTOFURANOSIDASE, INSOLUBLE ISOENZYME 
(SUCROSE- 6- PHOSPHATE HYDROLASE 1) (INVERTASE 

BETA-FRUCTOSIDASE 1) >gi_100159_pir JQ0991 

beta-fructofuranosidase (EC 3.2.1.26) precursor - carrot 
>gi 167551 (M58362). beta-f ructosidase [Daucus carota] 

235592 

uC-gs f ImaxxaO 0 9b0 9b 1 
BLASTX 
g4263787 
212 

5.0e-17 
92 
46 

(AC006068) unknown protein [Arabidopsis thaliana] 
235593 

uC-gs f ImaxxaO 0 9bl 2b 1 
BLASTX 

g4455301 ' - 

243 

9.0e-21 
71 
75 

(AL035528) putative protein [Arabidopsis thaliana] 
235594 

uC-gsflmaxxa009c04bl 
BLASTX 
g441457 
335 

2.0e-31 
74 
88 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

235595 

uC-gsflmaxxa009c07bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



BLASTX 

g,132944 

352 

l.Oe-33 

85 

79 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

235596 

uC-gsf Imaxxa009cl0bl 

BLASTX 

g464981 

241 

6.0e-21 

46 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

'235597 

uC-gsflinaxxa009d04bl 

BLASTX 

g2961346 

429 

2-.0e-42 

111 

67 

(AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID ^ 
Method 
NCBI GI 



235598 

uC-gsflmaxxa009d07bl 

BLASTX 

g2335096 

191 

l.Oe-14 

90 

51 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
235599 

uC-gsflmaxxa009d08bl 

BLASTX 

gl710188 

264 

3.0e-23 

94 

51 

(U7 9241) unknown [Homo sapiens] 
235600 

uC-gsflmaxxa009e01bl 

BLASTX 

g2500521 



34114 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI, 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



252 

l.Oe-21 
56 
86 ' 

EUKARYOTIC INITIATION FACTOR 4A-15 (EIF-4A-15) 
>gi_485945_emb_CAA55739_ (X79138) NeIF-4A15 [Nicotiana 
tabacum] 

235601 

uC-gsf Imaxxa009e08bl 

BLASTX 

g3822223 

309 

6.0e-29 

70 

79 

(AF077955) branched-chain alpha keto-acid dehydrogenase 
alpha subunit [Arabidopsis thaliana] 

235602 

uC-gsflmaxxa009f01bl 

BLASTX 

g2618686 

193 

4.0e-15 

70 

47 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
235603 

uC-gsflmaxxa009f 03bl 

BLASTX 

g267075 

412 

2.0e-40 

82 

89 

TUBULIN BETA-2 
beta-tubulin 2 



CHAIN >gi_388254_ 
[Pisum sativum] 



emb_CAA38 614 (X54 84 5 ) 



235604 

uC-gsflmaxxa009f06bl 

BLASTX 

gl419758 

357 

2.0e-34 

75 

84 

(X98795) geranylgeranyl pyrophosphate synthase [Sinapis 
alba] 

235605 

uC-gsflinaxxa009f09bl 

BLASTX 

g2344887 

292 

2.0e-26 



34115 



Match length 

% identity 

NCBI Description 

Seq. No. • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



83 
69 

(AC002388) unknown protein [Arabidopsis thaliana] 
235606 

uC-gsflmaxxa009g05bl- 

BLASTX 

gl29231 

466 

9.0e-47 

128 

59 

ORYZAIN ALPHA CHAIN PRECURSOR >gi_6764 4_pir KHRZOA oryzain 

(EC 3.4.22.-) alpha precursor - rice 

>gi_218181_dbj,_BAA14402_ (D90406) oryzain alpha precursor 
[Oryza sativa] 

235607 

uC-gsflmaxxa009g08bl 

BLASTX 

g2764941 

286 

9.0e-26 

79 

65 

(X98255) transcriptionally stimulated by gibberell-ins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 

235608 

uC-gsflmaxxa009gllbl 

BLASTX 

g4210332 

203 

6.0e-16 

50 

80 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 

235609 

uC-gsflmaxxa010b04bl 

BLASTX 

g4325345 

336 

2.0e-31 

144 

35 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=1.4e-ll, N=l); contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 

235610 

uC-gsflmaxxa010d02bl 

BLASTX 

g3157949 



34116 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



401 

5.0e-39 

112 

72 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

235611 

uC-gsflmaxxa010d09bl 

BLASTX 

gl351838 

179 

6.0e-14 

51 

86 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 
BETA >gi_984309 (U26948) beta-carboxyltransf erase subunit 
[Glycine max] 



Seq. No. 


235612 


Seq. ID 


uC-gsflmaxxa011a02bl 


Method 


BLASTX 


NCBI GI 


g2739004 


BLAST score 


381 


E value 


l.Oe-36 


Match length 


143 


% identity 


4 9 


NCBI Description 


(AF022461) CYP82Clp [Glycine max] 


Seq. No. 


235613 


Seq. ID 


uC-gsf Imaxxa011a03bl 


Method 


BLASTX 


NCBI GI 


g626010 


BLAST score 


216 


E value 


l.Oe-35 


Match length 


122 


% identity 


60 


NCBI Description 


disease resistance protein kina'se 



(U02271) protein kinase [Solanum pimpinellif olium] 
>gi_1809261 (U59315) serine/threonine protein kinase Pto 

[Lycopersicon pimpinellif olium] >gi_1096879_prf 2 112354 A 

Pto gene [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235614 

uC-gsflmaxxa011b08bl 

BLASTX 

g4206765 

195 

6.0e-15 

101 

47 

(AF104329) 
thaliana] 



putative type 1 membrane protein [Arabidopsis 



Seq. No. 
Seq. ID 



235615 

uC-gsflmaxxaOllbllbl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3540193 

446 

2.0e-44 

106 

79 

(AC004122) 



Unknown protein [Arabidopsis thaliana] 



235616 

uC-gsflmaxxa012a04bl 

BLASTX 

gl730566 

497 

2.0e-50 

141 

69 

PHYTOCHROME E >gi_1145714 
nil] 



{U39787) phytochrome E [Ipomoea 



235617 

uC-gsflmaxxa012b04bl 

BLASTX 

g2315153 

317 

2.0e-29 - . 

84 

73 

(Y14316) MAP3K gamma protein kinase [Arabidopsis thaliana] 
235618 

uC-gsflmaxxa012b08bl 

BLASTX 

g3522939 

210 

9.0e-17 
68 

60. 

(AC004 411) putative squamosa-promoter binding protein 
[Arabidopsis thaliana] 

235619 

uC-gsflmaxxa012c04bl 

BLASTX 

gl621268 

230 

3.0e-19 

62 

69 

(Z81012) unknown [Ricinus communis] 
235620 

uC-gsflmaxxa012d04bl 

BLASTX 

g3643607 

354 

5.0e-34 
81 



34118 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Secj. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

(AC005395) unknown protein [Arabidopsis thaliana] 
235621 

uC-gsf lmaxxa014allbl 

BLASTX 

g2252840 

136 

i.oe-as 

52 
52 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:'P38767) [Arabidopsis thaliana] 

235622 

uC-gsflmaxxa014b01bl 

BLASTX 

gl332579 

358 

2.0e-52 

118 

10 

{X98063) polyubiquitin [Pinus sylvestris] 
235.623 

uC-gsflmaxxa014dlObl 

BLASTX 

g2160322 " 

163 

9.0e-12- 
■ 31 
100 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

235624 

uC-gsflmaxxa014e05bl 

BLASTX 

g4210948 

225 

7.0e-22 

58 

95 

{AF085275) DnaJ protein [Hevea brasiliensis] 
235625 

uC-gsf lmaxxa015allbl 

BLASTX 

gl706187 

253 

5.0e-22 

97 

52 

HIGH-AFFINITY CATIONIC AMINO ACID TRANSPORTER-1 (CAT-l) 
(CATl) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 
RECEPTOR) >gi_1015327_dbj_BAA11090_ (D67087) ecotropic 



34119 



retrovirus receptor [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235626 

uC-gsflmaxxa015b07bl 

BLASTX 

g4335773 

151 

8.0e-10 

91 

42 

(AC006284) unknown protein [Arabidopsis thaliana] 
235627 

uC-gsf Iinaxxa015b09bl 

BLASTX 

g2623298 

310 

2.0e-28 

134 

62 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235628 

uC-gsf Imaxxa015c03bl 

BLASTX 

g3080415 

182 

6.0e-14 

60 

62 

(AL022604; 
thaliana] 



cysteine proteinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235629 

uC-gs f Imaxxa 015f04bl 

BLASTX 

gl30172 

190 

6.0e-15 

37 

95 

ALPHA-GLUCAN PHOSPHORYLASE, 
PHOSPHORYLASE L) >gi_16827 6 
[Ipomoea batatas] 



L ISOZYME PRECURSOR (STARCH 
{M64362) starch phosphorylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235630 

uC-gsflmaxxa015f llbl 

BLASTX 

g322641 

322 

3. Oe-30 

86 

63 

beta-1, 3-glucanase homolog (clone A6) - rape (fragment) 
>gi_17738_emb_CAA4 9513_ ('X69887) beta-1, 3-glucanase 
homologue [Brassica napus] 



34120 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



235631 

uC-gs f lmaxxa02 6a 1 Ibl 

BLASTX 

g4056507 

147 

9.0e-10 
65 
54 

(AC005896) 
thaiiana] 



putative RNA binding protein [Arabidopsis 



235632 

uC-gsflmaxxa026b01bl 

BLASTX 

g3080391 

238 

4 .Oe-20 

75 

61 

(AL022603) putative protein [Arabidopsis thaiiana] 
235633 

uC-gsflmaxxa026c01bl 

BLASTX 

gl652164 

333 

3.0e-31 

111 

61 

(D90903) hypothetical protein [Synechocystis sp,] 
235634 

uC-gsflmaxxa026e03bl 

BLASTX 

g3150405 

208 

8.0e-17 

82 ' ... 

51 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaiiana] 

235635 

uC-gsflmaxxa026f01bl 

BLASTX 

g2661412 

223 

l.Oe-18 

60 

75 

(AJ000728) MAP kinase kinase [Lycopersicon esculentum] 
235636 

uC-gsflmaxxa026g02bl 

BLASTX 

g3914826 



34121 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value* 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID. 
Method 
NCBI GI 
BLAST score 



586 

8.0e-61 

128 - ' 

81 

DNA- DIRECTED RNA POLYMERASE CHLOROPLAST PRECURSOR 
>gi_2330560_enib_CAA69972_ (Y08722) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_2330564_einb_CAA69717_ {Y08463) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_4 115372 (AC005967) chloroplast single subunit 
DNA-dependent RNA polymerase [Arabidopsis thaliana] 

235637 

uC-gsflmaxxa026gl2bl 

BLASTX 

g2760837 

237 

6.0e-20 

110 

38 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
235638 

uC-gsflmaxxa026h03bl 

BLASTX 

g4539351 

183 

5.0e-14 

68 

44 

(AL035539) putative protein [Arabidopsis thaliana] 
235639 

uC-gsf Imaxxa026h06bl 

BLASTX 

g3080396 

501 

8.0e-51 

136 

69 

{AL022603) putative protein [Arabidopsis thaliana] 
235640 

uC-gsflmaxxa026hllbl 

BLASTX 

g3859570 

327 

2.0e-30 

143 

50 

(AF098753) unknown [Oryza sativa] 
235641 

uC-gsflmaxxa027a08bl 

BLASTX 

gl297187 

240 



34122 



E value 
Match length. 
% identity 
NCBI Description 



2.0e-20 

74 

62 

(U53501) similar to protein encoded by GenBank Accession 
Number U41815, nucleoporin 98 (Arabidopsis thaliana] 



Seq. No. 


235642 


Seq, ID 


uC-gsf Imaxxa027bl0bl 


Method 


BLASTX 


NCBI GI 


g4455350 


BLAST score 


198 


E value 


2.0e-15 


Match length 


71 


% identity 


58' 


NCBI Description 


(AL035524) putative protein [Arabidopsis thai 


Seq. No. 


235643 


Seq. ID 


uC-gsf Imaxxa027c08bl 


Method 


BLASTX 


NCBI GI 


g4337025 


BLAST score 


421 


E value 


2.0e-41 


Match length 


107 


% identity 


79 


NCBI Description 


(AF123253) AIMl protein [Arabidopsis thaliana; 


Seq. No. 


235644 


Seq. ID 


uC-gsflmaxxa027cl2bl 


Method 


BLASTX 


NCBI GI 


g3024386 


BLAST score 


420 


E value 


l.Oe-41 


Match length 


91 


% identity 


93 


NCBI Description 


POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U09717) polygalacturonase [Gossypium hirsutum] 

235645 

uC-gsflmaxxa027d03bl 

BLASTX 

g3668089 

228 

8.0e-19 

76 

51 

{AC004 667) unknown protein [Arabidopsis thaliana] 
235646 

uC-gsflmaxxa027gllbl 

BLASTX 

g2245022 

219 

6.0e-18 

96 

47 

{Z97341) hypothetical protein [Arabidopsis thaliana] 



34123 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



235647 

uC-gsflniaxxa027h03bl 

BLASTX 

g3513744 

262 

6.0e-23 

75 

60 

(AF080118) contains similarity to Medicago truncatula MtN3 
(GB:Y08726) [Arabidopsis thaliana] 

235648 

uC-gsflmaxxa027h04bl 

BLASTX 

g2738248 

411 

3.0e-40 

102 

82 

{U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

235649 

uC-gsflmaxxa027hl2bl 

BLASTX 

g3036819 

350 

3.0e-33 

115 

63 

(AJ000058) MCM3 homolog [Arabidopsis thaliana] 
235650 

uC-gsflmaxxa028a07bl 

BLASTX 

g3522933. 

229 

6.0e-25 

66 

87 

{AC004411) putative anion exchange protein 3 [Arabidopsis 
thaliana] 

235651 

uC-gsf Imaxxa028a08bl 

BLASTX 

g4510426 

312 

l.Oe-28 

128 

54. 

(AC006929) hypothetical protein [Arabidopsis thaliana] 

235652 ' 

uC-gsflmaxxa028b05bl 

BLASTX 



34124 ^ 



NCBI GI 

BLAST 'score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Lilium longiflorum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244949 
201 

8.0e-16 
100 
42 

{Z97339) similarity to ORF 
[Arabidopsis thaliana] 

235653 

uC-gsflmaxxa028b06bl 

BLASTX 

g3881836 

548 

2.0e-56 

143 

73 

(Z78019) Similarity to Yeast LPG22P protein {TR: G1151240) 
cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from thi 
ge 

235654 

uC-gs.flmaxxa028b07bl 

BLASTX 

g3241943 

733 

6.0e-78 

159 

81 

(AC004 625) hypothetical protein [Arabidopsis thaliana] 
235655 

uC-gsflmaxxa028c01bl 

BLASTX 

g3367585 

187 

4.0e-14 

91 

40 

(AL031135) putative polygalacturonase [Arabidopsis 
thaliana] 

235656 

uC-gsflmaxxa028e05bl 

BLASTX 

g2129581 

456 

2,0e-45 

142 

62 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ {D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ {X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



34125 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



235657 

uC-gsflmaxxa028f 12bl , ' 

BLASTX 

gl502430 

233 

9.0e-26 

68 

86 

(U62331) phosphate transporter [Arabidopsis thaliana] 
>gi_2564661 {AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34 398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

235658 

uC-gsflinaxxa028g03bl 

BLASTX 

g2244792 

261 

l.Oe-22 

78 

64 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
235659 

uC-gsflmaxxa028g09bl 

BLASTX 

g4558664 

191 ' 

2.0e-14 

72 

28 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
235660 

uC-gsflmaxxa028h08bl 

BLASTX 

g2154715 

321 • " ' 

l.Oe-42 - 
96 
~92 

(Y09418) CDPK-related protein kinase [Arabidopsis thaliana] 
235661 

uC-gsflmaxxa029b01bl 

BLASTX 

gll30684 

429 

l.Oe-42 

88 

95 

(Z4 6960) acetohydroxyacid synthase [Gossypiuxn hirsutum] 
235662 

uC-gsflinaxxa029bl0bl 
BLASTX 



34126 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value* 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3297824 
161 

3.0e-ll 

82 

49 

(AL031032) bZIP transcription factor 
[Arabidopsis thaliana] 



like protein 



235663 

uC-gsflmaxxa029d09bl 

BLASTX 

g3128228 

337 

7.0e-32 

72 

89 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal prote 
L18A [Arabidopsis thaliana] 

235664 

uC-gsflinaxxa029dl0bl 

BLASTX 

g2495256 

564 

3.0e-58 
121 
89 . 

STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1 HOMOLOG (HMG 
PROTEIN) >gi_481756_pir_S39242 HMG protein - Madagascar 
periwinkle >gi_433872_emb_CAA82251_ (Z28410) HMG protein 
[Catharanthus roseus] 

235665 

uC-gs f lmaxxa02 9e03bl 

BLASTX 

g2760836 

291 

l.Oe-26 

90 

68 

(AC003105) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



235666 

uC-gsflmaxxa029e06bl 

BLASTX 

gll71642 

187 

l.Oe-14 

45 

80 

PROBABLE SERINE/THREONINE-PROTEIN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



34127 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235667 

uC-gs f lmaxxa02 9e07bl 

BLASTX 

gl843527 

182 

5.0e-14 

42 

90 

{U73747) annexin [Gossypium hirsutum] 
235668 

uC-gsflmaxxa029f04bl 

BLASTX 

g3738338 

282 

3.0e-25 

113 

50 

(AC005170) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



235669 

uC-gsflmaxxa029f lObl 

BLASTX 

g2911075 

397 

8.0e-39 

110 

70 

(AL021960) putative protein [Arabidopsis thaliana] 
235670 

uC-gsflmaxxa029fl2bl 

BLASTX 

g544426 

231 

4 .Oe-19 
85 

81 - 

GLYCINE-RICH RNA-BINDING PROTEIN >gi_100155_pir S14857 

glycine-rich protein - carrot >gi__1834 7_eiTib_CAA41152_ 
{X58146) glycine-rich protein [Daucus carota] 
>gi_445138_prf 1908438A Gly-rich protein [Daucus carota] 

235671 

uC-gsflmaxxa029h01bl 

BLASTX - 

g3860323 

158 

l.Oe-10 

38 

82 

(AJ012688) hypothetical protein [Cicer arietinum] 
235672 

uC-gsflmaxxa029h05bl 
BLASTX 



34128 



gl24202 
263 

4.0e-23 
85 

60 • 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 ALPHA SUBUNIT 
(EIF-2-ALPHA) >gi_924 16_pir_A26711 translation initiati^ 

factor eIF-2 alpha chain - rat >gi_108753_pir S184 61 

translation initiation factor eIF-2 alpha chain - bovine 
>gi_325_emb_CAA37728_ (X53689) -initiation factor 2 alpha 
[Bos taurus] >gi_204002 (J02646) translational initiatioi 
factor eIF-2, alpha subunit [Rattus norvegicus] 



Seq. No. 


235673 


Seq. ID 


uC-gsf Imaxxa029h07bl 


Method 


BLASTX 


NCBI GI 


g3702338 


BLAST score 


307 


E value 


5 . Oe-28 


Match length 


74 


% identity 


73 


NCBI Description 


(AC005397) unknown orotein fArAhi Hnoc; ■! o i-haiiar>=>i 


Seq. No. 


235674 


Seq. ID 


uC-gsf Iinaxxa038a03bl 


Method 


BLASTX 


NCBI GI 


g3641312 


BLAST score 


283 


E value 


3 . Oe-25 


Match length 


65 


% identity 


78 


NCBI Description 


(AF087412) AJH2 fArabidoDsis thA^lian^^l 


oeq. NO. 


O O C "7 c 

235675 


Seq. ID 


uC-gsf Imaxxa038a07bl 


Method 


BLASTX 


NCBI GI 


g2664214 


BLAST score 


392 


E value 


4,0e-38 


Match length 


129 


% identity 


59 


NCBI Description 


(AJ222646) G2484-1 [Arabidopsis thaliana] 


Seq. No. 


235676 


Seq. ID 


uC-gsflinaxxa038al2bl 


Method 


BLASTX 


NCBI GI 


g3335375 


BLAST score 


277 


E value 


2.0e-24 


Match length 


60 


% identity 


90 


NCBI Description 


(AC003028) putative amidase [Arabidopsis thaliana] 


■Seq. No. 


235677 


Seq. ID 


uC-gsflmaxxa038b01bl 


Method 


BLASTX 


NCBI GI 


g3928098 



34129 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



212 

4.0e-17 
79 

67 - 

(AC005770) similar to guanylate binding protein, 5' 
[Arabidopsis thaliana] 



partial 



235678 

uC-gsflinaxxa038b03bl 

BLASTX 

g4263777 

517 

l.Oe-52 

125 

71 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD2147 9 . 1_ {AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

235679 

uC-gsflmaxxa038b05bl 

BLASTX 

g4539470 

249 

3.0e-21 

82 

59 

(AL049500) hypothetical protein [Arabidopsis thaliana] 
23.5680 

uC-gsflinaxxa038bl0bl 

BLASTX 

g2760837 

300 

4.0e-27 

160 

39 

(AC003105) putative cytochrome P450 [Arabidopsis thaliana] 
235681 

uC-gsflmaxxa038e01bl 

BLASTX 

g4432854 

150 

l.Oe-09 

67 

39 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
235682 

uC-gsflmaxxa038el2bl 

BLASTX 

g2059326 

147 

3.0e-09 

105 

30 



34130 



NCBI Description (D67067) thymic epithelial cell surface antigen [Mus 
. musculus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235683 

uC-gsf Imaxxa038f02bl 

BLASTX 

g2253582 

230 

5.0e-19 

60 

70 

(U78721) Serine proteinase (stubble) isolog [Arabidopsis 
thaliana] 

235684 

uC-gsflniaxxa038f llbl 

BLASTX 

g4580471 

194 

8.0e-15 

124 

35 

(AC0Q6081) unknown protein [Arabidopsis thaliana] 
235685 

uC-gsflmaxxa038g01bl 
BLASTX . . 

g4539301 
234 

5.0e-20 

70 

70 

{AL04 94 80) putative mitochondrial protein [Arabidopsis 
thaliana] 

235686 

uC-gsflmaxxa038gO'9bl 

BLASTX 

g256810 

157 

7.0e-ll 

55 

62 

Myb oncoprotein homolog {clone 308} 
majus=snapdragons, Jl : 522, flowers, 
aa, segment 2 of 2] 



[Antirrhinum 
Peptide Partial, 



117 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235687 

uC-gsflmaxxa038h02bl 

BLASTX 

g3157949 

188 

4.0e-14 

83 

46 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 



34131 



and gb_AA605362 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.-^- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235688 . - - 

uC-gsflmaxxa'038h05bl 

BLASTX 

g2244771 

201 

l.Oe-15 

69 

59 

(Z97335) kinesin homolog [Arabidopsis thaliana] 
235689 

uC-gsflmaxxa038hllbl 

BLASTX 

g3046815 

427 

3.0e-42 

83 

92 

.(AL021687) cytochrome P450 [Arabidopsis thaliana] 
2-35690 

uC-gsflmaxxa038hl2bl 

BLASTX 

gl67367 

299 

2.0e-51 
124 

-84 

(L08199) peroxidase [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235691 

uC-gsflmaxxa039a02bl 

BLASTX 

g2832664 

182 

l.Oe-13 

67 

54 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235692 

uC-gsflmaxxa039a04bl 

BLASTX 

g4545262 

185 

2.0e-15 

56 

70 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 
Seq. ID 
Method 



235693 

uC-gsflmaxxa039a08bl 
BLASTX 



34132 



NCBI GI 


g4218122 


BLAST score 


283 


E value 


3.0'e-25 


Match length 


135 


% identity 


46 


NCBI Description 


{AL035353) putative protei 


Seq. No. 


235694 


Seq. ID 


uC-gsf Imaxxa039b03bl 


Method 


BLASTX 


NCBI GI 


g584825 


BLAST score 


289 


E value 


5.0e-26 


^Match length 


60 


% identity 


90 


NCBI Description 


B2 PROTEIN >gi 322726 pir 




>gi 297889 emb~CAA5 1 0 7 8 J] 




carota] 


Seq. No. 


235695 


Seq. ID 


uC-gsf lmaxxa039cllbl 


Method 


BLASTX 


NCBI GI 


g2565277 


BLAST score 


205 


E value 


2.0e-16 


Match length 


43 


% identity 


81 


NCBI Description 


(AF023612) Dimlp homolog [] 


Seq. No. 


235696 


Seq. ID 


uC-gsf lmaxxa039f 07bl 


Method 


BLASTX 


NCBI GI 


g2492506 


BLAST score 


282 


E value 


9.0e-26 


Match length 


66 


% identity 


40 


NCBI Description 


PEROXISOME ASSEMBLY FACTOR- 



B2 protein 



- carrot 
[Daucus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



ATPASE 1) (PEROXIN-6) >gi_21358 99_pir S71090 peroxisome 

biogenesis disorder group 4 protein PXAAAl - human 
>gi_1354753 (U56602) Pxaaalp [Homo sapiens] 

235697 

uC-gsflmaxxa039g09bl 

BLASTX 

g4433616 

246 

2.0e-21 

78 

54 

(AF107018) alpha-mannosidase IIx [Mus musculus] 
235698 

uC-gsflmaxxa040a07bl 

BLASTX 

g2688619 

418 



34133 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4.0e-41 

123 

57 

(AE001169) conserved hypothetical protein [Borrelia 
burgdorferi] 

235699 

uC-gsflmaxxa040b02bl 

BLASTX 

g3810596 

263 

4.0e-23 

101 

50 

(AC005398) 
thaliana] 



reverse-transcriptase-like protein [Arabidopsis 



235700 

uC-gsflmaxxa040b03bl 

BLASTX 

g3702314 

255 

4,0e-22 

81 

59 

(AC002535) similar to SWI/SNF complex subunit BAF170 
[Arabidopsis thaliana]' 

235701 

uC-gsflmaxxa040c04bl 

BLASTX 

g3776013 

260 

4.0e-23 

52 

94 

(AJ010470) RNA helicase [Arabidopsis thaliana] 
235702 , 

uC-gsf Imaxxa04 0c06bl 

BLASTX 

g3786011 

216 

5.0e-18 

45 

91 

(AC005499) 
thaliana] 



putative elongation factor [Arabidopsis 



235703 

uC-gsflmaxxa040e02bl 

BLASTX 

g2244810 

467 

7.0e-47 

104 

89 



34134 



NCBI Description (Z97336) CCAAT-binding transcription factor subunit 
A(CBF-A) [Arabidopsis thaliana) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235704 

uC-gsflmaxxa040e07bl 

BLASTX 

g3183445 

299 

4.0e-27 

140 

46 

HYPOTHETICAL 30.8 KD PROTEIN IN PPHB-RPOS INTERGENIC REGION 
>gi_882629 (U29579) ORF_o302 [Escherichia coli] >gi_1789092 
{AE000357) putative dehydrogenase [Escherichia coli] 

235705 

uC-gsflmaxxa040e09bl 

BLASTX 

g3056595 

247 

3,0e-21 

103 

50 

(AC004255) T1F9.16 [Arabidopsis thaliana] 
235706 

uC-gsflmaxxa04 0f01bl 

BLASTX 

g3892059 

529 

5.0e-54 

146 

71 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235707 

uC-gsflmaxxa040f05bl 

BLASTX 

g2191175 

450 

8.0e-45 

141 

61 

(AF007270) 
thaliana] 



A_IG002P16.24 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235708 

uC-gsflmaxxa04 0g09bl 

BLASTX 

g3881189 

419 

3.0e-41 

96 

77 

{Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 



34135 



comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235709 

uC-gsflmaxxa040h08bl 

BLASTX 

gl483228 

139 

l.Oe-08 

31 

81 

(X99653) MADS3 protein [Betula pendula] 
235710 

uC-gsflmaxxa040hl0bl 

BLASTX 

g4240385 

302 

l.Oe-27 

122 

52 

(AF061027) omega-3 fatty acid desaturase precursor 
[Vernicia fordii] 



Seq. No. 

Seq. ID 

Me±hod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235711 * 

uC-gsf Imaxxa041a05bl 

BLASTX . 

gl763279 

543 

l.Oe-55 

141 

70 

{U73657) tryptophan decarboxylase [Camptotheca acuminata] 
235712 

uC-gsf Imaxxa041a08bl 

BLASTX 

gl351856 

617 

2."0e-64 

128 

95 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp.] 

235713 

uC-gsf Imaxxa041a09bl 

BLASTX 

gl707032 

305 

7.0e-28 

126 

32 

(U80445) coded for by C. elegans cDNA ykl3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 



34136 



by C. elegans cDNA yk65h8.3; coded for by C. 
yk65h8 



elegans cDNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235714 

uC-gsf Iinaxxa041al2bl 

BLASTX 

g4490752 

286 

8.0e-26 

65 

82 

(AL035708) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



235715 

uC-gsflmaxxa041b01bl 

BLASTX 

g2281330 

259 

2.0e-22 

95 

53 

(U85646) putative pectate lyase Nt59 



[Nicotiana tabacum] 



235716 

uC-gsflmaxxa041b04bl > 

BLASTX 

g2317910 

475 

9.0e-48 

141 

62 

(U89959) CERl protein [Arabidopsis thaliana] 
235717 

uC-gsflinaxxa041b09bl 

BLASTX 

g3004551 

165 

2.0e-ll 

71 

51 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
235718 

uC-gsf Imaxxa041bl2bl 

BLASTX 

g4544372 

129 

7.0e-17 

104 

42 

(AC006920) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 
Seq. ID 



235719 

uC-gsflmaxxa041c08bl 



34137 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No." 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 
g2244847 

158 ■ - 

l.Oe-10 

125 

30 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

235720 

uC-gsf Imaxxa041d06bl ' ' 

BLASTX 

g4160280 

365 

8.0e-35 

124 

54 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
235721 

uC-gsflmaxxa041d08bl 

BLASTX 

g3334230 

206 

3.0e-16 

75 

51 

D-HYDANTOINASE (DIHYDROPYRIMIDINASE) (DHPASE) >gi_2828803 
(U84197) D-hydantoinase [Pseudomonas putida] 

235722 

uC-gsflmaxxa041e04bl 

BLASTX 

g4160280 

296 

8.0e-27 

95 ' 

56 . 

(AJ006224) purple acid phosphatase [Ipomoea batatas] 
235723 

uC-gsflmaxxa041f08bl 

BLASTX 

g4335751 

510 

7.0e-52 - 
139 ' 
68 

(AC006284 ) putative methyltransf erase [Arabidopsis 
thaliana] 

235724 

uC-gsf Iinaxxa041g05bl 

BLASTX 

gl076715 

222 

3.0e-18 



34138 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

'NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

58 ^. 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



- barley >gi_404589 



235725 

uC-gsf lmaxxa04 lh03bl 

BLASTX 

g2262116 

270 

5.0e-24 

89 

56 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
235726 

uC-gsflmaxxa041h05bl 

BLASTX 

g401189 

388 

8.0e-38 

83 

90 

WATER-STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 
(TURGOR-RESPONSIVE PROTEIN 7A). >gi_485511_pir S33617 

trg-31 protein - garden pea >gi_20426_emb_CAA7 9159_ 
(Z18288) trg-31 [Pisum sativum] 

235727 

uC-gsflmaxxa041hl0bl ^ 

BLASTX 

g3426062 

236 

8.0e-20 

104 

52 

(AJ007587) monooxygenase [Arabidopsis thaliana] 
235728 

uC-gsf lmaxxa04 lhl2bl 

BLASTX 

g2104685 

285 

l.Oe-25 

129 

52 

(X97909) transcripteion factor [Vicia.faba] 
235729 

uC-gsflmaxxa042a02bl 

BLASTX 

g3914191 

313 

9.0e-29^ 

147 

9 

□DP-N-ACETYLGLUCOSAMINE— PEPTIDE 



34139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



N-ACETYLGLUCOSAMINYLTRANSFERASE 110 KD SUBUNIT (0-GLCNAC 
TEU^SFERASE PllO SUBUNIT) >gi_1931579 (U76557) 0-GlcNAc 
transferase, pllO subunit (Rattus norvegicus] 

235730 

uC-gsf Imaxxa042a08bl 

BLASTX 

g3928543 

279 

6.0e-25 

83 

60 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235731 

uC-gsflina"xxa042e08bl 

BLASTX 

g2792297 

275 

2.0e-24 

56 

77 

(AF039183) GAST-like gene product [Fragaria x ananassa] 
235732 

uC-gsflinaxxa042el0bl 

BLASTX 

g3292830 

223 

3.0e-18 

116 

47 

(AL031018) putative protein [Arabidopsis thaliana] 
235733 

uC-gsflmaxxa042f 06bl 

BLASTX 

g3033375 

520 

4.0e-53 

122 

73 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235734 

uC-gsf Imaxxa042g01bl 

BLASTX 

g2507619 

184 

l.Oe-13 

94 

35 

(U90342) 



PrLTPl [Pinus radiata] 



Seq. No. 



235735 



34140 



Seq. ID uC-gsflniaxxa042g02bl 

Method BLASTX 

NCBI GI- g4'417293 

BLAST score 328 

E value l.Oe-30 

Match length 94 

% identity 67 

NCBI Description (AC007019) unknown protein [Arabidopsis thaliana] 

Seq. No. 235736 

Seq. ID uC-gsflmaxxa042g03bl 

Method BLASTX 

NCBI GI g4510376 

BLAST score 314 

E value 6.0e-29 

Match length 97 

% identity 59 

NCBI Description (AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID " 
Method 
NCBI GI 
BLAST score 



235737 

uC-gsflmaxxa042g06bl 

BLASTX 

g2809241 

434 - - 

6.0e-43 

125 

70 

(AC002560) F21B7.10 [Arabidopsis thaliana] 
235738 

uC-gsflmaxxa04 2gl0bl 

BLASTX 

gl922242 

195 

5.0e-15 

71 

65 

(Y10084) hypothetical protein [Arabidopsis thaliana] 
235739 

uC-gsflmaxxa042h02bl 

BLASTX 

g3695403 

623 

5.0e-65 

149 

79 

{AF096373) contains similarity to the pfkB family of 
carbohydrate kinases (Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538955_emb_CAB39779 . 1__ 
(AL049488) f ructokinase-like protein [Arabidopsis thaliana] 

235740 

uC-gsflmaxxa042h04bl 

BLASTX 

g3738298 

299 



34141 



E value 

Match length • 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match- length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 ..Oe-27 

108 

56 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_424 9394 (AC006072) unknown protein [Arabidopsis' 
thaliana] 

235741 

uC-gsf Imaxxa043b07bl 

BLASTX 

g4455293 

248 

2.0e-21 

68 

74 

(AL035528) putative protein [Arabidopsis thaliana] 
235742 

uC-gsflmaxxa043b09bl 

BLASTX 

g557474 

154 

4.0e-10 

99 

35 

(U15179) ORFl [Bacteroides ovatus] 
235743 

uC-gsf Imaxxa043el0bl 

BLASTX 

g4432835 

200 

l.Oe-15 

83 

45 

(AC006283) unknown protein [Arabidopsis thaliana] 

235744 ^• 

uC-gsflmaxxa04 3f 02bl 

BLASTX 

g2623298 

323 

7.0e-30 

75 

76 

(AC002409) 
thaliana] 



putative 4-alpha-glucanotransf erase [Arabidopsis 



235745 

uC-gsflmaxxa043f07bl 

BLASTX 

g2760830 

228 

8.0e-19 

99 

45 

(AC003105) 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



34142 



thaliana] 



Seq*; No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E .^slue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235746 

uC-gsflmaxxa043h03bl 

BLASTX 

g541816 

208 

5.0e-17 

45 

84 

protein kinase - common ice plant >gi_457689_emb_CAA82990 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

235747 

uC-gsflmaxxa043h07bl 

BLASTX 

g4406777 

184 

3.0e-14 

37 

92 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. ' 

Seq.; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 



235748 

uC-gsflmaxxa045b03bl 

BLASTX 

g2832679 

398 

6.0e-39 

112 

65 

(AL021712) putative protein [Arabidopsis thaliana] 
235749 

uC-gsflmaxxa045d05bl 

BLASTX 

g2505870 

604 

7.0e-63 ... 

138 

86 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
235750 

uC-gsflmaxxa045dllbl 

BLASTX 

g4544387 

184 

l.Oe-20 

90 

62 

(ACG07047) putative purple acid phosphatase precursor 
■ [Arabidopsis thaliana] 

235751 

uC-gsf Imaxxa04 5el2bl 



34143 



Method 
.NCBI GI 
BLAST score 
E value 
Match,, length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI J 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4510354 

163 - - - - 

3.0e-ll 

138 

37 

(AC006921) 



unknown protein [Arabidopsis thaliana] 



235752 

uC-gsflmaxxa045h04bl 

BLASTX 

g4455169 

269 

l.Oe-23 

83 

64 

(AL035521) 
thaliana] 



putative aldehyde dehydrogenase [Arabidopsis 



235753 

uC-gsflmaxxa045hllbl 

BLASTX 

g2191144 

397 

l.Oe-38 

124 

64 

(AF007269) 
thaliana] 



A_IG002N01.24^ gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235754 

uC-gsflmaxxa04 6b05bl 

BLASTX 

g3928862 

213 

4 .Oe-17 

112 

38 

(AF089710) 
thaliana] 



disease resistance protein RPP8 [Arabidopsis 



235755 

uC-gsf Imaxxa04 6b06bl 

BLASTX 

gl34891 

144 

5.0e-09 - - - ' 

99 

35 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR-ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_89066_pir A24570 signal recognition particle receptor 

precursor - dog >gi_997_einb_CAA26945_ (X03184) signal 
recognition particle receptor [Canis sp*; ] 

>gi_224778_prf J 1112224A signal recognition particle 

receptor [Canis familiar is] 



34144 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235756 

uC-gsf Imaxxa04 6b09bl 

BLASTX 

g3123209 

300 

l.Oe-32 

88 

83 

ELONGATION FACTOR G, MITOCHONDRIAL 1 PRECURSOR (MEF-G-1) 

>gi_2119928_pir S61642 translation elongation factor G, 

mitochondrial - yeast (Saccharomyces cerevisiae) 
>gi_1181289_einb_CAA64 315_ (X94607) Mefl protein 
[Saccharomyces cerevisiae ] >gi_l 3 604 22_emb_CAA97 62 6_ 
(Z73241) ORE YLR069c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235757 

uC-gsf Imaxxa04 6c03bl 

BLASTX 

gl25568 

287 

l.Oe-25 

134 

44 

PROTEIN KINASE 
C (EC 2.7.1.-) 
PVPK-i protein 



PVPK-1 >gi_100013_pir ^A30311 protein kinase 

homolog - kidney bean >gi_169361 (J04555) 
[Phaseolus vulgaris] 



Seq. No. 

Seq-. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235758- 

uC-gsf lmaxxa04 6c08bl- 

BLASTX 

g3738316 

455 

2.0e-45 

128 

66 

(AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2357S9 

uC-gsf Imaxxa04 6cl0bl 

BLASTX 

g3024386 

402 

2.0e-39 

85 

92 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (UC)9717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235760 

uC-gsflmaxxa04 6d02bl 

BLASTX 

g4416307 

182 

3.0e-13 

151 

29 



34145 



NCBI, Description (AF105716) hypothetical protein [Zea mays] 



Seq/ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235761 

uC-gsflmaxxa04 6dl0bl 

BLASTX 

g2739004 

249 

3.0e-21 

81 

57 

(AF022461) CYP82Clp [Glycine max] 
235762 

uC-gsf lmaxxa04 6e05bl 

BLASTX 

g4191774 

335 

3.0e-31 

129 

50 

(AC005917) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



235763 

uC-gsflmaxxa04 6e08bl 

BLASTX 

g4539323 

271 

6.0e-24 

90 

63 

(AL035679) putative protein [Arabidopsis thaliana] 



Seq. No. 


235764. 


Seq. ID 


uC-gsf lmaxxa04 6f 02bl 


Method 


BLASTX 


NCBI GI 


g3320379 


BLAST score 


410 


E value 


4.0e-40 


Match length 


81 


% identity 


96 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF014375) putative JUN kinase activation domain binding 
protein [Medicago sativa] 

235765 

uC-gsflmaxxa04 6f03bl 

BLASTX , 

g2499612 

228 

7.0e-19 

72 

65 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 1 (PMEKl) 

>gi_1076650_pir S52989 mitogen-activated, 

extracelluar-regulated protein kinase 1 (EC 2 . 7 . 1 .-) - 
garden petunia >gi_603871_emb_CAA584 66_ {X83440) MAP/ERK 
kinase 1 [Petunia x hybrida] 



34146 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235766 

uC-gsf linaxxa04 6f 05bl 

BLASTX 

g3213227 

162 

4.0e-ll 

128 

30 

(AF035209) putative v-SNARE Vtila [Mus musculus] 
>gi__3421062 {AF035823) 29-kDa Goigi SNARE [Mus musculus] 



Seq. No. 


235767 


Seq. ID 


uC-gsf lmaxxa04 6f OSbl 


Method 


BLASTX 


NCBI GI 


g4335724 


BLAST score 


131 


E value 


8.0e-12 


Match 1 pnrrth 


81 


% identity 


62 


NCBI Descrintion 






L.iiClXXClxlCl J 


Sea No 


235768 ^* 


Seq. ID 


uC-gsflmaxxa04 6f llbl 


Method 


BLASTX 


NCBI GI 




BLAST score 


263 


R va 1 HP 




Matph 1 pnrrth 


12 


% 1 rlpn t* "i "h v 

o J. X 1 1_ J. y 


71 


NCBI npsprinl-inn 


fAT.n??'^471 c-f^ri no /"i-hrpon 1 np 

\r\U\J£^^^'^ f f OCXXllt^ / LiiXCwllXilC 




r ArabidoDsi s thalianal 


Seq. No. 


235769 


Seq. ID 


uC-gsf lmaxxa04 6gl0bl 


Method 


BLASTX 


NCBI GI 


g4415912 


BLAST srorp 


250 


E value 


2.0e"21 


Match length 


131 


% identity 


35 


NCBI Description 


(AC006282) putative protease 


Seq. No, 


235770 


Seq. ID 


uC-gsf Imaxxa04 6gl2bl 


Method 


BLASTX '■ 


NCBI GI 


g4204297 


BLAST score 


320 


E value 


l.Oe-29 


Match length 


64 


% identity 


97 


NCBI Description 


(AC003027) ADKl [Arabidopsis 


Seq. No. " 


235771 


Seq. ID 


uC-gsf lmaxxa04 6hl0bl 


Method 


BLASTX 



- like protein 



34147 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g4-263522 
414 

l.Oe-40 

142 

51 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
235772 

uC-gsflmaxxa047a01bl 

BLASTX 

g3522929 

226 

l.Oe-18 

43 

98 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

235773 

uC-gsf lmaxxa047allbl 

BLASTX 

g2979554 

24 5 

2.0e-21 

77 

62 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
235774 

uC-gsf Imaxxa047b09bl 

BLASTX 

g3941522 

465 

l.Oe-46 
106 

76 . . 

(AF062915) putative transcription factor [Arabidopsis 
thaliana] ^ . 

235775 

uC-gsflmaxxa047bl0bl 

BLASTX 

gl346791 

173 

2.0e-12 

•74^: 
49 

PATHOGENESIS -RELATED HOMEODOMAIN PROTEIN (PRHP) >gi_666128 
{L21975) homeodomain protein [Petroselinum crispum] 

235776 

uC-gsflmaxxa047c01bl 

BLASTX 

g2208946 

376 

4.0e-36 



34148 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
'Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
79 

{Y10116) signal recognition particle subunit 14 
[Arabidopsis thaliana] 

235777 

uC-gsflmaxxa047clObl 

BLASTX 

g4544445 

617 

2.0e-64 

148 

82 

(AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransf erase [Arabidopsis thaliana] 

235778 

uC-gsf Imaxxa047e03bl 

BLASTX 

g4469023 

560 

l.Oe-57 

128 

83 

(AL035602) putative protein [Arabidopsis thaliana] 
235779 

uC-gsf Imaxxa047e06bl 

BLASTX 

g3935152 

237 

5.0e-20 

55 

80 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
235780 

uC-gsflmaxxa047f04bl 

BLASTX 

g4335731 

160 

8.0e-ll 

126 

31 

(AC006248) putative polyprotein [Arabidopsis thaliana] 
235781 

uC-gsflmaxxa047f05bl 

BLASTX 

g3062801 

477 

4 .Oe-48 

120 

75 

(AB012873) arginine decarboxylase [Nicotiana sylvestris] 



Seq. No. 



235782 



34149 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
• Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



uC-gsf Iniaxxa047f06bl 

BLASTX 

gl762584 

392 

5.0e-38 

115 

64 

(U63373) polygalacturonase 
[Arabidopsis thaliana] 



isoenzyme 1 beta subunit homolog 



Seq. No. 
Seq. ID 



235783 

uC-gsflmaxxa047f lObl 

BLASTX 

g3776559 

618 

l.Oe-64 

131 

87 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

235784 

uC-gsf Imaxxa047g04bl 

BLASTX 

g3894197 

319 

2.0e-29 

88 

72 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
235785 

uC-gsflmaxxa04 7h03bl 

BLASTX 

g3935152 

359 

2.0e-34 

94 

71 

(AC005106) T25N20.16 [Arabidopsis thaliana] 
235786 

uC-gsflmaxxa04 7h05bl 

BLASTX 

g2146740 

357 

5.0e-34 

103 

71 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

235787 

uC-gsflmaxxa048alObl 



34150 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI / 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

gl841355 

180 

3.0e-13 

34 

85 

(D85381) 
sativa] 



cytochrome c oxidase subunit Vb precursor [Oryza 



235788 

uC-gsf Iniaxxa048al2bl 

BLASTX 

g3850587 

359 

3.0e-34 

123 

64 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

235789 

uC-gsflmaxxa048c03bl 

BLASTX 

g2281633 

226 

2.0e-18 

55 

75 

(AF003097) AP2 domain containing protein RAP2.4 
[Arabidopsis thaliana] 

235790 

uC-gsflmaxxa048c09bl 

BLASTX 

gl30172 

638 

9.0e-67 

148 

78 

ALPHA-GLUCAN PHOSPHORYLASE, 
PHOSPHORYLASE L) >gi_168276 
[Ipomoea batatas] 



L ISOZYME PRECURSOR (STARCH 
(M64362) starch phosphorylase 



235791 

uC-gsflmaxxa048dl0bl 

BLASTX 

gl657619 

653 

2.0e-68 

173 

67 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

235792 

uC-gsflmaxxa04 8e03bl 



34151 



Method BLASTX 

NCBI GI g3885338 

BLAST score 179 " 

E value 6.0e-13 

Match length 80 

% identity 39 

NCBI Description (AC005623) unknown protein [Arabidopsis thaliana] 

Seq. No. 235793 

Seq. ID uC-gsflmaxxa048e05bl 

Method BLASTX 

NCBI GI g3098603 

BLAST score 175 

E value 2.0e-12 

Match length 111 

% identity 33 

NCBI Description (AF052191) katanin p60 subunit [Strongylocentrotus 
purpuratus] 

Seq. No. 235794 

Seq. ID uC-gsflniaxxa048e07bl 

Method BLASTX 

NCBI GI gl621268 

BLAST score 221 

E value 4.0e-18 

Match length 60 , " 

% identity 70 ' , - 

NCBI Description (Z81012) unknown [Ricinus communis] 

Seq. No. 235795 

Seq. ID uC-gsflmaxxa048f06bl 

Method BLASTX 

NCBI GI g4038030 

BLAST score 382 

E value 8.0e-37 C' 

Match length 151 

% identity 50 

NCBI Description (AC005936) putative protein kinase, 5' partial [Arabidopsi 
thaliana] 



235796 

uC-gsflmaxxa048f llbl 
BLASTX 
g2065531 
320 

7.0e-30 
60 

92 - 

(U78526) endo~l, 4-beta-glucanase [Lycopersicon esculentum] 

Seq. No. 235797 

Seq. ID uC-gsflmaxxa048g05bl 

Method BLASTX 

NCBI GI g4158232 

BLAST score 581 

E value 4 . Oe-60 

Match length 128 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34152 



% identity 88 

NCBI Description (Y18626) reversibly glycosylated polypeptide [Triti 



cum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



aestivum] 
235798 

uC-gsflmaxxa048g07bl 
BLASTX 
g2760320 
332 

6.0e-31 
130 
52 

(AC002130) F1N21.4 [Arabidopsis thaliana] ' 
235799 

uC-gsflinaxxa04 8h03bl 
BLASTX 
g2739374 
457 

l.Oe-45 
141 

32 

(AC002505) hypothetical protein .[Arabidopsis thaliana] 

235800 ' . 

uC-gsflinaxxa04 8h05bl" 
BLASTX 

g2147966 
239 

5.0e-20 
82 
57 

probable l-acyl-sn-glycerol-3-phosphate acyltransf erase 
Limnanthes douglasii >gi_1067138_emb_CAA88620 (Z48730) 
l-acyl-sn-glycerol-3-phosphate acyltransf erase (putative 
LLimnanthes douglasii] 

235801 

uC-gsflmaxxa048h08bl 

BLASTX 

g586004 

251 

9.0e-22 

53 

91 

SUPEROXIDE DISMUTASE [CU-ZN] >gi_421962 pir S34267 
r^^c^onnn ^^^^^^ase (EC 1.15.1.1) (Cu-Zn) ~sweet potatc 
>gi_542090_pir_S40404 superoxide dismutase (EC 1 15 1 1) 
(Cu-Zn) - sweet potato >gi_311971_emb CAA51654 (X73139) 
superoxide dismutase [Ipomoea batatasj 

235802 

uC-gsflmaxxa04 9a02bl 

BLASTX 

gl076668 

183 

l.Oe-13 



34153 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
58 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_639834_emb_CAA58823_ (X83999) NADH dehydrogenase 
[Solanum tuberosum] 

235803 

uC-gsflmaxxa04 9c04bl 

BLASTX 

gll61926 

161 

4.0e-ll 

50 

62 

(U34392) 
max] 



alpha-carboxyltransferase aCT-1 precursor [Glycine 



235804 

uC-gsflmaxxa04 9c07bl 

BLASTX 

g3128209 

236-- 

6.0e-20 

68 

66 " " * - 

(AC004077) unknown protein [Arabidopsis thaliana] 

235805 

uC-gsflmaxxa04 9cllbl 

BLASTX 

g2662343 

441 

6.0e-44 

85 

100 

(D63581) EF-1 alpha [Oryza sativa] 
235806 

uC-gsflmaxxa04 9d07bl 

BLASTX 

g4580389 

404 

l.Oe-39 

94 

82 

(AC007171) unknown protein [Arabidopsis thaliana] 
235807 

uC-gsflmaxxa04 9d09bl 

BLASTX 

gl497987 

161 

4.0e-ll 

74 

47 

(U62798) SCARECROW [Arabidopsis thaliana] 



34154 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235808 

uC-gsflmaxxa04 9e08bl 
BLASTX 
g2117725 
206 

2.0e-16 
44 
84 

1, 4-alpha-glucan branching enzyme (EC 2 
SBE2.2 precursor - Arabidopsis thaliana 
>gi_726490 {U22428) starch branching enzyme 
[Arabidopsis thaliana] 



4.1.18) isoform 
(fragment) 
class II 



235809 

uC-gsflmaxxa04 9e09bl 

BLASTX 

gl36107 

204 

4 .Oe-16 

104 

44 

TRIPEPTIDYL-PEPTIDASE II (TPP II) (TRIPEPTIDYL 
AMINOPEPTIDASE) >gi_1082875_pir S54 37 6 

tripeptidyl -peptidase II (EC 3.4.14.10) - human >gi_339880 
(M73047) tripeptidyl peptidase II [Homo sapiens] 
>gi_4507657_ref_NP_003282.1_pTPP2_ tripeptidyl peptidase II 

235810 

uC-gsf Imaxxa04 9el0bl 

BLASTX 

g4455329 

505 

2.0e-51 

109 

86 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

235811 

uC-gsf lmaxxa04 9f Olbl 

BLASTX 

gl346705 

246 

4.0e-21 

86 

52 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_1085765_pir S40123 endopolygalacturonase (EC 3.2.1.15) 

- Prunus persica >gi_436420_emb_CAA54 150_ (X76735) 
endopolygalacturonase [Prunus persica] 

235812 

uC-gsflmaxxa049f03bl 

BLASTX 

g4335722 

283 

9.0e-26 



34155 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 
76 

- (AC006248) hypothetical protein [Arabidopsis thaliana] 
235813 

uC-gsflmaxxa04 9f05bl 

BLASTX 

g2911047 

186 

4.0e-14 

70 

51 

(AL021961) putative protein [Arabidopsis thaliana] 
235814 

uC-gsflmaxxa04 9h01bl 

BLASTX 

gl895084 

509 

5.0e-52 
98 

95 , - - 

(U89897) golgi associated protein se-wap41 [Zea mays] 

235815 

uC-gsflinaxxa051h09bl 

BLASTX 

g2827715 

172 

2.0e-12 

70 

50 

(AL021684) receptor protein kinase - lilce protein 
[Arabidopsis thaliana] 

235816 

uC-gsf Imaxxa052h09bl 

BLASTX 

g2213611 

370 

8.0e-36 

92 

76 

(AC000103) F21J9.5 [Arabidopsis thaliana] 
235817 

uC-gsflmaxxa052hllbl 

BLASTX 

g730290 

348 

5.0e-33 
101 

63 ' - . 

PECTATE LYASE PRECURSOR >gi_322883_pir S29612 pectate 

lyase - trumpet lily >gi_19451_emb_CAA78976_ (Z17328) 
pectate lyase [Lilium longiflorum] >gi_308902 (L18911) 
pectate lyase [Lilium longiflorum] 



34156 



Seq. No. 

Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq; No. 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID* 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



235818 

uC-gsflmaxxa054a08bl 
'BLASTX 
g3386614 
247 

3.0e-21 

58 

35 

(AC004665) 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



235819 

uC-gsflmaxxa054al2bl 

BLASTX 

g4455202 

261 

7.0e-23 

65 

77 

(AL035440) putative APG protein [Arabidopsis thaliana] 
235820 

uC-gsflmaxxa054bl2bl 

BLASTX « ■ - 

g3688189 

382 

3.0e-37 

92 

80 

(AL031804) putative protein kinase [Arabidopsis thaliana] 
235821 

uC-gsflmaxxa054c02bl 

BLASTX 

gl28592 

383 

6.0e-37 
99 

71 * * . 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir_S22495 pollen-specific protein precursor - 
common tobacco >gi_19902_emb__CAA43454_ (X6114 6) pollen 
specific protein [Nicotiana tabacum] 

235822 

uC-gsflmaxxa054cl0bl 

BLASTX 

g2832625 

230 

3.0e-19 

97 

52 

(AL021711) putative protein [Arabidopsis thaliana] 
235823 

uC-gsflmaxxa054e05bl 



34157 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.-* ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl488255 

197 

2.0e-15 

76 

46 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2 96138 l_emb_CAA18128_ (AL022141) f erulate-5-hydroxylas 
(FAHl) [Arabidopsis thaliana] >gi_3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

235824 

uC-gsflmaxxa054ellbl 

BLASTX 

g3914555 

315 " 

5.0e-29 

87 

80 

PUTATIVE RIBOSOME-BINDING FACTOR A, CHLOROPLAST PRECURSOR 
>gi_3096942_emb_CAA18852.1_ (AL023094) putative protein 
[Arabidopsis thaliana] 

235825 

uC-gsflinaxxa054f09bl 

BLASTX 

g3297821 

2^65 

3.0e-23 

107 

50 

(AL031032) extensin-like protein [Arabidopsis thaliana] 
235826 

uC-gsflmaxxa054f lObl 

BLASTX 

gl352321 

151 

9.0e-10 

69 

46 

UBIQUITIN-LIKE PROTEIN DSK2 >gi_786151 (L40587) 
ubiquitin-like protein [Saccharomyces cerevisiae] 

235827 

uC-gsflmaxxa054gl2bl 

BLASTX 

g3668089 

249 

3.0e-21 

79 

66 

(AC004 667) unknown protein [Arabidopsis thaliana] 
235828 

uC-gsflmaxxa054h09bl 
BLASTX 



34158 



NCBI GI 

BLAST^-.score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

M^tch length 

%' identity 

NCBI Description 



Seq. No. 

Seq. .^ID 

Methdd 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2673914 

294 ^ - . 

l.Oe-26 

101 

58 

{AC002561) hypothetical protein [Arabidopsis thaliana] 
235829 

uC-gsf Imaxxa055a02bl 

BLASTX 

g3738319 

164 

6.0e-12 

54 

59 

(AC005170) hypothetical protein [Arabidopsis thaliana] 
235830 

uC-gsf Imaxxa055c04bl 

BLASTX 

g3355484 

249 

4.0e-25 

98 

66 

{AC004218) putative geranylgeranyl transferase type I beta 
subunit [Arabidopsis thaliana] 

235831' 

uC-gsflmaxxa055d04bl 

BLASTX 

g3157927 

267 

9.0e-24 

77 

69 

(AC002131) Contains similarity -to GDP-dissociation 
^inhibitor gb_L07918 f rom Mus "musculus . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235832 

uC-gsflmaxxa055el2bl 

BLASTX 

g2459421 

352 

2.0e-33 

89 

69 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

235833 

uC-gsflmaxxa055f Olbl 

BLASTX 

g4455329 

159 

2.0e-ll 



34159 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34 

85 . 

(AL035525) . lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

235834 

uC-gsf Iinaxxa055g06bl 

BLASTX 

g3337361 

183 

l.Oe-13 

83 

41 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
235835 

uC-gsflniaxxa055g08bl 

BLASTX 

g452593 

156 

2.0e-13 
83 

59 - 

(D21814) ORE [Lilium longiflorum] 
235836 

uC-gsflmaxxa055gllbl 

BLASTX 

gl762584 

380 

9.0e-37 
115 

22 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 

235837 

uC-gsf Imaxxa055gl2bl 

BLASTX 

g2979544 

190 

2.0e-14 

72 

54 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
235838 

uC-gsflmaxxa057a09bl 

BLASTX 

gl345132 

393 

4.0e-38 

122 

67 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 



34160 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E valiae 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 
_ Match, length 
y % identity 

NCBI Description 

ffl Seq. No. 

% Seq. ID 

^ Method 
^ NCBI GI 

K BLAST score 
gi E value 

Match length 

% identity 
^ NCBI Description 

H= Seq. No. 
□ Seq. ID 
Q Method 
^ NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



protein kinase, ERECTA [Arabidopsis thaliana] 
235839 

uC-gsflmaxxa057b01bl 

BLASTX 

g2344894 

191 

2.0e-14 

45 

78 

(AC002388) hypothetical protein [Arabidopsis thaliana] 
235840 

uC-gsf Imaxxa057b03bl 

BLASTX 

g3250675 

192 

l,0e-14 

82 

52 

(AL024486) putative protein [Arabidopsis thaliana] 
235841 

uC-gsflmaxxa057b07bl 
BLASTX ^ 
g4263527 
420 

'3.0e-41 
157 
59 

{AC004044) hypothetical protein [Arabidopsis thaliana] 
235842 

uC-gsflinaxxa057bl0bl 

BLASTX 

g3915618 

242 

2.0e-20 

121 

44 

ALTERNATIVE OXIDASE PRECURSOR 
235843 

uC-gsflinaxxa057c07bl 

BLASTX 

gl36057 

515 

2.0e-52 

130 

75 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

235844 

uC-gsflmaxxa057cl0bl 



34161 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3779024 

439 

l.Oe-43 

116 

78 

(AC005171) unknovm protein [Arabidopsis thaliana] 
235845 

uC-gsflmaxxa057d05bl 

BLASTX 

g3080420 

218 

l.Oe-17 

47 

87 

(AL022604 ) putative sugar transporter protein [Arabidopsis 
thaliana] 

235846 

uC-g5flmaxxa057dlObl 

BLASTX 

g3334162 

227 

•l.Oe-18 
97 

41 ^ 

DOWN SYNDROME CRITICAL REGION PROTEIN A 

>gi__2588 993_dbj_BAA23270_ {AB001990) Dcra. [Mus musculus] 
235847 

uC-gsflmaxxa057el2bl 

BLASTX 

g2088658 

271 

7.0e-24 

91 

59 

(AF002109) unknown protein [Arabidopsis thaliana] 
235848 

uC-gsflmaxxa057f05bl 

BLASTX 

gll5610 

636 

l.Oe-66 

135 

95 

PHOSPHOENOLPYRUVATE CARBOXYLASE (PEPCASE) 

>gi_68030_pir QYNT phosphoenolpyruvate carboxylase (EC 

4.1.1.31) - common tobacco >gi_2258 9_emb_CAA41758_ (X59016) 
phosphoenolpyruvate carboxylase [Nicotiana tabacum] 

235849 

uC-gsflmaxxa057f08bl • 

BLASTX 

g3080369 



34162 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI "Description 



145 

3..0e-09 
54 

(AL022580) putative protein [Arabidopsis thaliana] 
235850 

uC-gsflmaxxa057gllbl 
BLASTX 
g2558662 
■151 

8.0e-10 

56 

50 

<{AC002354) No definition line found [Arabidopsis thaliana] 
235851 

uC-gsflmaxxa057h05bl 

BLASTX 

g3025329 

165 

2.0e-ll 

115 - 
35 

HYPOTHETICAL 25.4 KD PROTEIN F53F4 

>gi_3877534_einb_CAB01212_ (Z77663) ^ 

hypothetical proteinSPAC4G9 . 01 (TR:E223656) "[Caenorhabditis 
elegans] 



.3 IN CHROMOSOME V 
Similarity to S.pombe 



235852 

uC-gsflmaxxa057hl0bl 

BLASTX 

g2760332 

337 

l.Oe-31 
137 
52 . 

(Acb02130) F1N21.17 [Arabidopsis thaliana] 
235853 

uC-gsflmaxxa057hllbl 

BLASTX 

g3445204 

180 

4.0e-13 

50 

64 

(AC00478 6) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



235854 

uC-gsflinaxxa058a01bl 

BLASTX 

g2497486 

471 

2.0e-47 
111 



34163 



% identity 80 

NCBI Description URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) '>gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235855 

uC-gsf Imaxxa058a09bl 

BLASTX 

g3355486 

367 

4.0e-35 

97 

68 

(AC004218) unknown protein [Arabidopsis thaliana] 
235856 

uC-gsflmaxxa058b04bl 

BLASTX 

g2497953 

361 

l.Oe-34 

98 

73 

MOLYBDOPTERIN BIOSYNTHESIS CNXl PROTEIN (MOLYBDENUM 
COFACfOR BIOSYNTHESIS ENZYME CNXl). >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4 4 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 

235857 

uC-gsflmaxxa058bl0bl 

BLASTX 

g4185139 

299 

2.0e-27 

93 

62 

(AC005724) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



235858 

uC-gsf Imaxxa058c02bl 

BLASTX 

g3169178 

199 

2.0e-15 

59 

63 

(AC004401) hypothetical protein [Arabidopsis thaliana] 
235859 

uC-gsflmaxxa058c03bl 

BLASTX 

g2501449 

245 

l.Oe-20 
53 



34164 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

UBIQUITIN-LIKE PROTEIN SMT3 >gi_1668773_einb_CAA67922; 
(X99608) ubiquitin-like protein [Oryza sativa] 

235860 

uC-gsflmaxxa058c08bl 

BLASTX 

g4263048 

335 

2.0e-31 

100 

67 

(AC005142) putative hydrolase [Arabidopsis thaliana] 



235861 

uC-gsflmaxxa058e02bl 

BLASTX 

g4455155 

274 

2.0e-24 

80 

70 

(AL022023) EF-1 alpha ■ 
[Arabidopsis thaliana] 



like protein (fragment) 



235862 

uC-gsflmaxxa058e07bl 

BLASTX 

g2832686 

250 

2.0e-21 

132 

34 

(AL021712) putative protein [Arabidopsis thaliana] 
235863 

uC-gsflmaxxa058f03bl 

BLASTX 

g2842496 

146 

2 . Oe-09 

32 

81 

(AL021749) NAM / CUC2 -like protein [Arabidopsis thaliana] 
235864 

uC-gsflmaxxa058f09bl 

BLASTX 

gl26896 

416 

7.0e-41 

88 

92 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA 



-27 



34165 



to 320) [Citrullus lanatus-} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235865 

uC-gsflinaxxa058f 12bl 

BLASTX 

g3822403 

203 

8.0e-16 

40 

85 

{AF087932) hydroperoxide lyase [Arabidopsis thaliana] 
235866 

uC-gsf Iinaxxa058g07bl 

BLASTX 

gl663722 

386 

2.0e-37 

133 

53 

(U50845) 4 -coumarate: coenzyme A ligase [Nicotiana tabacum] 
235867 

uC-gsflinaxxa058h08bl 

BLASTX 

gl491615 

261 

6.0e-23 

65 

69 

(X99923)^inale sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI _ Description 



235868 

uC-gsflmaxxa058hl0bl 

BLASTX 

g2244752 

194 ' 

7.0e-15 

108 

39 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
235869 

uC-gsf Iinaxxa060a04bl 

BLASTX 

g4103152 

165 

5.0e-12 

59 

56 

(AF020716) histidyl-tRNA synthetase [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



235870 

uC-gsf Imaxxa060a06bl 

BLASTX 

g22166 



34166 



BLAST score 
E value 
-Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



514 

2.0e-52 

118 

81 

(X15711) adenine nucleotide translocator [Zea mays] 
235871 

uC-gs f ImaxxaO 60bO 9bl 

BLASTX 

g3036816 

204 

5.0e-16 

131 

37 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
235872 

uC-gsf ImaxxaO 60cl2bl 

BLASTX 

g2924503 

213 

3.0e-17 

76 

50 

(AL022019) glucosyltransf erase [Schizosaccharomyces pombe] 
235873 

uC-gsflmaxxa060el2bl 

BLASTX 

g4309734 

195 

5.0e-15 

53 

66 

{AC006439) putative 26S proteosome regulatory subunit 8 
[Arabidopsis thaliana] 

235874 

uC-gsflmaxxa060f02bl 

BLASTX 

g2632252 

345 

7.0e-33 

88 

75 

(Y12464) serine/threonine kinase [Sorghum bicolor] 
235875 

uC-gsflmaxxa060f09bl 

BLASTX 

g4538913 

317 

3.0e-29 

97 

65 

{AL04 9482) putative protein [Arabidopsis thaliana] 



34167 



Seq. No. 


235876 


Seq. ID 


uC-gsf ImaxxaOGOf llbl 


Method 


BLASTX 


NCBI GI 


g2459415 


BLAST score 


146 


E value 


3.0e-09 


Match length 


83 


% identity 


43 . 


NCBI Description 


{AC002332) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


235877 


Seq. ID 


uC-gsf Iniaxxa060g02bl 


Method 


BLASTX 


NCBI GI 


g3033393 


BLAST score 


234 


E value 


l.Oe-19 


Match length 


66 


% identity 


70 


NCBI Description 


(AC004238) putative phosphatidylinositol-glycan-class C 




(PIGC) [Arabidopsis thaliana] 


Seq. No. 


235878 


Seq. ID 


uC-gsf Imaxxa061a02bl 


Method 


BLASTX 


NCBI GI 


g2146735 


BLAST score 


556 


E value 


2,0e-57 


Match length 


114 


% identity 


92 


NCBI Description 


glucose-6-phosphate 1-dehydrogenase (EC 1.1.1.4 9) (clone 




E5) — ArabidoDsis thaliana (fraoment^ 




>gi 1166405 emb CAA59011 (X84229) glucose-6-phosphate 




1-dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


235879 


Seq. ID 


uC-gsf Imaxxa061a09bl 


Method 


BLASTX 


NCBI GI 


g2501182 


BLAST score 


587 


E value 


7.0e-61 


Match length 


147 


% identity 


72 


NCBI Description 


OSMOTIN-LIKE PROTEIN PRECURSOR >gi 2129934 pir JC5237 




osmotin-like protein - tomato >gi T220537 7^76632) 




osmot in— li ke protein [Lycopersicon esculentum] 


Seq. No. 


235880 


Seq. ID 


uC-gsf lmaxxa061allbl 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


223 


E value 


3.0e-18 


Match length 


69 . 


% identity 


70 



NCBI Description (AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 



235881 



34168 



Seq. ID 
Method 
"NCBI GI 
BLAST score 
E value ' 
Match length 
% identity 
NCBI Description 



uC-gsflmaxxa061'b01bl 

BLASTX 

g585452 

601 

5.0e-65 

134 

90 

MALATE OXIDOREDUCTASE (NAD) , MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_107 6666_pir ^A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_enib_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235882 

uC-gsflmaxxa061b04bl 

BLASTX 

g4467110 

224 

2.0e-18 

114 

36 

(AL035538) putative protein _[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235883 

uC-gsflmaxxa061b08bl 

BLASTX 

g2547036 

193 

l.Oe-14 

90 

53 

(Y13920) ribosomal protein S2 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235884 

uC-gsf Imaxxa061bl2bl . 

BLASTX 

gl495366 

394 

3.0e-38 

104 

69 

{Z69370) nitrite transporter [Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235885 

uC-gsf Imaxxa061c06bl 

BLASTX - 

g4249410 

148 

3.0e-09 

99 

49 

(AC006072) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



235886 

uC-gsflmaxxa061d03bl 



34169 



Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Se.q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g508304 

340 

7.0e-32 

77 

81 

{L22305) core [Medicago sativa] 
235887 

uC-gsflmaxxa061e05bl 
'BLASTX 
g3122572 
348 

6,0e-33 
118 • 
61 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5,3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

235888 

uC-gsflmaxxa061g05bl 

BLASTX 

g2266947 

757 

9.0e-81 

14 6 ^ 
99 

(AF008939) 
hirsutum] 



phosphoenolpyruvate carboxylase 1 [Gossypium 



235889 

uC-gsf lmaxxa061gllbl 

BLASTX 

gll43511 

653 

l.Oe-68 

124 

99 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestical >gi_1586034_prf 2202340A Ser/Thr protei 

phosphatase [Malus domestical 

235890 

uC-gsflmaxxa061h01bl 

BLASTX 

g3121836 

164 

3.0e-ll 

60 

57 

PHOSPHATIDATE CYTIDYLYLTRANSFERASE (CDP-DIGLYCERIDE ' 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 



34170 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CYTIDYIiYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2181182_enib_CAA63969_ (X94306) CDP-diacylglycerol 
synthetase- [Arabidopsis thaliana] 

235891 

uC-gsflmaxxa061h07bl 

BLASTX 

g364i252 

290 

4.0e-26 

133 

6 

(AF053127) 
domestica] 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235892 

uC-gsflniaxxa064a07bl 

BLASTX 

g3757524 

217 

2.0e-17 

165 

35 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

235893* . 

uC-gsf Iniaxxa064b01bl 

BLASTX ^ 

g4200165 

752 

3.0e-80 

156 

84 

(Y16262) neutral invertase [Daucus carota] 
2358 94 

uC-gsflmaxxaO64b02bl 

BLASTX 

gll69451 

153 

3.0e-10 

58 

55 

PROBABLE GLUCAN ENDO-1 , 3-BETA-GLUCOSIDASE A6 PRECURSOR 

{ (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( { l->3) -BETA-GLUCANASE) 

(BETA-1, 3-ENDOGLUCANASE) >gi_322510_pir S31906 

beta-l,3-glucanase homolog - Arabidopsis thaliana 
>gi_22677_emb_CAA49853_ (X70409) A6 [Arabidopsis thaliana] 
>gi_2244764_einb_CAB10187_ {Z97335) AMP-binding protein 
[Arabidopsis thaliana] 

235895 

uC-gsflmaxxa064bl2bl 

BLASTX 

g3024386 

764 



34171 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-81 

144 , . 

98 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi_2129500_pir S52006 polygalacturonase - upland cotton 

>gi_606650 (U0971.7) polygalacturonase [Gossypium hirsutum] 

235896 

uC-gsflraaxxa067b02bl 

BLASTX 

g4415916 

315 

6.0e-29 

152 

41 

(AC006282) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



235897 

uC-gsf Imaxxa067d05bl 

BLASTX 

g4539010 

511 

6.0e-52 

148 

48 

(AL049481) putative DNA-directed RNA polymerase 
[Arabidopsis thaliana] 

235898 

uC-gsflmaxxa067f08bl 

BLASTX 

g2342679 

155 

3.0e-10 
136 

38 . ■ 

{AC000106) Similar to Vicia sativa ENBPl (gb_X95995) . 
[Arabidopsis thaliana] 

235899 

uC-gsf Imaxxa067g07bl 

BLASTX 

gll72874 

213 

2.0e-24 

114 

54 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ {D10703) rd22 

[Arabidopsis thaliana] >gi_4^4 7134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

235900 

uC-gsflmaxxa067g09bl 
BLASTX 



34172 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2388710 
530 

4.0e-54 

144 ^- • 

69 

(AF017150) betaine aldehyde dehydrogenase (Amaranthus 
hypochondriacus ] 



235901 

uC-gsf lmaxxa067gllbl 

BLASTX 

g4185855 

468 

7.0e-47 

135 

73 

(AJ132388) Ca2+-ATPase 



[Arabidopsis thaliana] 



235902 

uC-gsf Imaxxa067gl2bl 

BLASTX 

g3046815 

267 

3.0e-23 

50 

88 

(AL0216.87) cytochrome P450 [Arabidopsis thaliana] 
235903 

^uC-gsflmaxxa067h06bl 
BLASTX 
g4454051 
545 

7.0e-56 

163 

63 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 235904 

Seq. ID uC-gsflmaxxa069b09bl 

Method BLASTX 

NCBI GI g3212869 

BLAST score 170 

E value l.Oe-12 

Match length 39 

% identity . 82 ' 

NCBI Description (AC004005) unlcnown protein [Arabidopsis thaliana] 

Seq. No. 235905 

Seq. ID uC-gsflmaxxa069c02bl 

Method BLASTX 

NCBI GI g2454182 

BLAST score 144 

E value 2.0e-09 

Match length 39 

% identity 69 



34173 



NCBI Description (U80185) pyruvate dehydrogenase El alpha subunit 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



-235906 

uC-gsflmaxxa069e04bl 

BLASTX 

g2129639 

159 

l.Oe-12 
48 
•78 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj__BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 

235907 

uC-gsflmaxxa070a04bl 

BLASTX 

g2244749 

315 

2.0e-29 

88 

66 

(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana].- 
235908 

uC-gsf lmaxxa070allbl 

BLASTX 

g4204265 

643 

2.0e-67 

143 

80 

(AC005223) 45643 [Arabidopsis thaliana] 
235909 

uC-gsflmaxxa070b02bl 

BLASTX 

g4454015 

146 

2.0e-09 

80 

18 

(AL035396) putative protein [Arabidopsis thaliana] 
235910 

uC-gsflmaxxa070b04bl 

BLASTX 

g3299896 

285 

2.0e-25 

67 

73 

(AF020390) beta-galactosidase [Lycopersicon esculent urn] 
235911 

uC-gsflmaxxa070b08bl 



34174 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



BLASTX 
gll69451 

441 * ' ' • 

7.0e-44 

125 

66 

PROBABLE GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE A6 PEIECURSOR 

( (l->3)-BETA-GLUCAN ENDOHYDROLASE) ( ( l->3 ) -BETA-GLUCANASE) 

(BETA-1, 3-ENDOGLUCANASE) >gi_322510_pir S31906 

beta-1, 3-glucanase homolog - Arabidopsis thaliana 
>gi_22677_emb_CAA4 9853_ (X70409) A6 [Arabidopsis thaliana] 
>gi_2244764_emb_CAB10187_ (Z97335) AMP-binding protein 
[Arabidopsis thaliana] 

235912 

uC-gsf Iinaxxa070c06bl 

BLASTX 

g2129944 

331 

4 .Oe-31 

88 

68 

RNA-binding protein RZ-1 
>gi_1395193_dbj_BAA12064 

[Nicotiana sylvestris] >gi_1435062_dbj_BAA06012_ 
RNA binding protein, RZ-1 [Nicotiana sylvestris] 



wood tobacco 

(D83696) RNA-binding protein RZ-1 

(D28861) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235913 

uC-gsf lmaxxa070cllbl 

BLASTX 

g3292827 

234 

l.Oe-19 

51 

82 

(AL031018) putative protein [Arabidopsis thaliana] 



235914 

uC-gsflmaxxa070e03bl 

BLASTX 

g3256068 

164 

3.0e-23 

109 

50 

(Y14068) Heat Shock Factor 3 



[Arabidopsis thaliana] 



235915 

uC-gsflmaxxa070gl2bl 

BLASTX 

g3790587 

400 

4.0e-39 

99 

73 

(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 



34175 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235916 

uC-gsflmaxxa070h02bl 

B'LASTX 

gl076282 

183 

6.0e-17 

61 

79 

aconitate hydratase (EC 4.2.1.3) - Arabidopsis thaliana 
(fragment) >gi_599625_emb_CAA5804 6_ (X82839) aconitase 
[Arabidopsis thaliana] 

235917 

uC-gsflmaxxa070hllbl 

BLASTX 

gl706318 

572 

3.0e-59 

126 

82 

GLUTAMATE DECARBOXYLASE (GAD) (ERT Dl) 

>gi_1362098_pir S56177 probable glutamate decarboxylase 

tomato >gi_995555_emb_CAA56812_ (X80840) homology to 
-pyroxidal-5 ' -phosphate-dependant glutamate decarboxylases 
putative start codon [Lycopersicon esculentum] 

235918 

uC-gsflmaxxa070hl2bl 

BLASTX 

g2213594 

371 

9.0e-36 

106 

65 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
235919 

uC-gsflmaxxa074h09bl 

BLASTX 

g3249086 

319 

2.0e-29 

72 

85 

(AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF006086 from Homo 
sapiens. EST gb Z37222 comes [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



235920 

uC-gsflmaxxa07 6b01bl 

BLASTX 

g2708741 

613 

7.0e-67 

139 

94 



34176 



NCBI Description 



(AC003952) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235921 

uC-gsflmaxxa076b06bl 

BLASTX 

gl071918 

261 

l.Oe-22 

56 

84 

phosphoribosylamine — glycine ligase 
Arabidopsis thaliana (fragment) 



(EC 6.3.4.13) - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235922 

uC-gsflmaxxa076b07bl 

BLASTX 

g3757527 

155 

3.0e-10 

71 

51 

(AC005167) 
thaliana] 



putative . ribosoinal protein L27 [Arabidopsis 



Seq. No. 


235923 


Seq. ID 


uC-gsflmaxxa07 6b08bl 


Method 


BLASTX 


NCBI GI 


g4545262 


BLAST score 


159 


E value 


l,0e-10 


Match length 


44 


% identity 


64 


NCBI Description 


(AF118230) metallothionei 




hirsutum] 


Seq. No. 


235924 


Seq. ID , 


uC-gsf lniaxxa076bllbl 


Method 


BLASTX 


NCBI GI ' 


g3461820 


BLAST score 


180 


E value 


4 .Oe-13 


Match length 


84 


% identity 


49 


NCBI Description 


(AC004138) unknown protei: 


Seq. No. 


235925 


Seq. ID 


uC-gsf Imaxxa07 6c04bl 


Method 


BLASTX 


NCBI GI 


gll4332 


BLAST score 


485 


E value 


4 .Oe-49 


Match length 


105 


% identity 


88 


NCBI Description 


PLASMA MEMBRANE AT PAS E 1 




>gi 482389_pir A45506 H+- 



(PROTON PUMP) 

ansporting ATPase (EC 3.6.1.35) 

LHAl - tomato >gi_170464 (M60166) H+-ATPase [Lycopersicon 
esculentum] >gi_2284 05_prf 1803518A H ATPase [Lycopersicon 



34177 



esculentum] 



Seq. No. 


235926 


Seq. ID 


. uC-gsf Imaxxa076c05bl 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


265 


E value 


4 .Oe-23 


Match lenath 


101 




28 


NCBI Description 


(AC003974) unknown p: 


Seq. No. 


235927 


Seq. ID 


uC-gsf lmaxxa076cllbl 


Method 


BLASTX 


NCBI GI 


g2493895 


BLAST score 


484 


E value 


8.0e-49 


Match length 


119 


% identity 


77 


NCBI Description 


CYSTEINE SYNTHASE (0 



(0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi__54 04 97_dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235928 

uC-gs f ImaxxaO 7 6d0 3bl 

BLASTX 

gl34891 

184 

l.Oe-13 

99 

42 

SIGNAL RECOGNITION PARTICLE RECEPTOR ALPHA SUBUNIT 
(SR-ALPHA) (DOCKING PROTEIN ALPHA) (DP-ALPHA) 

>gi_8 9066_pir A24570 signal recognition particle receptor 

precursor - dog >gi_997_emb_CAA2694 5_ (X03184) signal 
recognition particle receptor [Canis sp.] 

>gi_224778_prf 1112224A signal recognition particle 

receptor [Canis familiaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235929 

uC-gsflmaxxa07 6d05bl 

BLASTX 

g3582344 

213 

5.0e-17 

117 

50 

(AC005496) 
thaliana] 



putative cell division protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



235930 

uC-gsflinaxxa07 6e09bl 

BLASTX 

g2642428 



34178 



BLAST score 
E value 
Match length 
% ' identity 
NCBI Description 



222 

3.0e-18 

118 

47 

(AC002391) unknown protein, 
thaliana] 



3 ' partial [Arabidopsis 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235931 

uC-gsf Imaxxa076g01bl 

BLASTX 

g4567282 

408 

6.0e-40 

116 

66 

(AC006841) putative DNAJ protein 
235932 

uC-gsf Imaxxa076g03bl 

BLASTX 

g4263771 

254. 

6.0e-22 

64 

73 

(AC006218) 
precursor 



[Arabidopsis thaliana] 



putative nonspecific lipid-transfer protein 
[Arabidopsis thaliana] 



235933 

uC-gsflmaxxa07 6h01bl 

BLASTX 

gl906830 

154 

5.0e-21 

99 

56 

(Y11829) heat shock protein 



[Arabidopsis thaliana] 



235934 

uC-gsflmaxxa076h08br 

BLASTX 

g4539324 

599 

2.0e-62 

131 

92 

{AL035679) kinesin like protein 
235935 

uC-gsflinaxxa088b02bl 

BLASTX 

g3193286 

173 

2.0e-12 

58 

53 

(AF069298) T14P8.22 gene product 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



34179 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235936 

uC-gsflmaxxa088b09bl 

BLASTX 

g2244956 

220 

5.0e-18 

133 

38 

(Z97340) strong similarity to pectinesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235937 

uC-gsflmaxxa088bl0bl 

BLASTX 

g3367515 

279 

8.0e-25 

97 

56 

(AC004392) Similar to 

glucose-6-phosphate/phosphate-translocator (GPT) 

gb AF0'2O814 from Pisum sativum. [Arabidopsis thaliana] 



•Seq. No. 

Seq. ID ' ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235938 

uC-gsflmaxxa088c07bl 

BLASTX 

g3928084 

485 

7.0e-49 

148 

66 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235939 

uC-gsflmaxxa088dl2bl 

BLASTX 

g2832649 

392 

7.0e-38 

95 

79 

(AL021710) adenylosuccinate lyase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235940 

uC-gsflmaxxa088e08bl 

BLASTX 

g3641252 

404 

l.Oe-39 

111 

72 

(AF053127) 
domestica] 



leucine-rich receptor-like protein kinase [Malus 



34180 



Seq. No. 


235941 


Seq, ID 


uC-gsf lmaxxa088f 09bl 


Method 


BLASTX 


NCBI GI 


g3367576 


BLAST score 


310 


E value 


2.0e-28 


Mai" pH 1 pncrt h 


95 


% identity 


62 


NCBI Description 


(AL031135) NAM / CUC2 


Seq, No. 


235942 


Seq. ID 


uC-gsflmaxxa088g04bl 


Method 


BLASTX 


NCBI GI 


g3776557 


BLAST score 


463 


E value 


2.0e-46 


Match length 


132 


% identity 


64 


NCBI Description 


(AC005388) Contains s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

235943 

uC-gsflmaxxa088hllbl 

BLASTX 

gl263177 

186 

6.0e-14 

133 

35 

(U23438) MAP kinase phosphatase [Rattus norvegicus] 
235944 

uC-gsflmaxxa089a06bl 

BLASTX 

g3927830 

257 

2.0e-22 

75 

56 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
235945 

uC-gsflmaxxa089allbl 

BLASTX 

g3114573 

665 

5.0e-70 

154 

80 

{AF019383) 
piperita] 



l-deoxyxylulose-5-phosphate synthase [Mentha x 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



235946 

uC-gsflmaxxa089c08bl 

BLASTX 

g548770 



34181 



BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



449 . 

l.Oe-44 

100 

85 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ {D12630) 
ribosomal protein L3 [Oryza sativa] 



235947 

uC-gs f lmaxxa08 9dl Obi 

BLASTX 

g3551954 

160 

l.Oe-10 

103 

31 

(AF082030) senescence-associated protein 5 
hybrid cultivar] 



[Hemerocallis 



235948 

uC-gsflmaxxa089el0bl 
•BLASTX 
g3420052 
465 

2.0e-46 

153 

63 

(AC004680) 
thaliana] 



putative ubiqinone reductase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



235949 

uC-gsflmaxxa089f02bl 

BLASTX 

g4432817 

318 

2.0e-29 

111 

65 

(AC006593) unknown protein [Arabidopsis thaliana] 

235950 - 

uC-gsflmaxxa089h06bl 

BLASTX 

gl477480 

654 

l.Oe-68 

167 

48 

(U40341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 

235951 

uC-gsflmaxxa089hlObl 

BLASTX 

g544242 

158 

l.Oe-lO 



34182 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity < 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

■% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



38 
79 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 
>gi 485498 pir S33533^heat shock protein 90 homolog 
precursor - barley >gi_22652_emb_CAA4 8143_ (X67960) GRP94 
homologue [Hordeum vulgare] 

235952 

uC-gsflmaxxa089hllbl 

BLASTX 

g2344901 

724 

7.0e-77 

164 

82 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 

235953 

uC-gsflinaxxa090a06bl 

BLASTX 

g2982311 

200 

5.0e-16 
49 ' 
78 

(AF051240) probable ubiquitin-conjugating enzyme E2 [Pice 
mariana] 

235954 

uC-gsflmaxxa090c04bl 

BLASTX 

g3522942 

575 

2.0e-59 

155 • 
66 

(AC004411) hypothetical protein [Arabidopsis thaliana] 



235955 

uC-gsflmaxxa090c06bl 

BLASTX 

g421955 

515 

6.0e-59 

160 

65 

hypothetical protein 4 
>gi_2 1 4 34_einb_CAA3 6 61 6_ 



- potato transposon Tstl 
(X52387) 0RF4 [Solanum tuberosum] 



235956 

uC-gsflinaxxa090cllbl 

BLASTX 

g2529677 

4 92 

6.0e-50 
115 



34183 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana) 

235957 

uC-gsflmaxxa090d06bl 

BLASTX 

g2952433 

363 

l.Oe-34 

119 

59 

(AF051135) putative ubiquitin activating enzyme El 
[Arabidopsis thaliana] 

235958 

uC-gsflniaxxa090f09bl 

BLASTX 

g4263821 

258 

2.0e-22 

98 

58 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
235959 

uC-gsflmaxxa090hl0bl 

BLASTX 

g2982243 

222 

4.0e-18 

109 

42 

(AF051204) hypothetical protein [Picea mariana] 
235960 

uC-gsf Imaxxa091a03bl 
BLASTX ^ 
gl895084 
207 

2.0e-16 

39 

95 

(U89897) golgi associated protein se-wap41 [2ea mays] 
235961 

uC-gsflmaxxa091a07bl 

BLASTX 

g4580395 

562 

7.0e-58 

167 

66 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No, 



235962 



34184 



Seq. ID uC-gsflmaxxa091b08bl 

Method BLASTX 

NCBI GI g3335367 

BLAST score ' 188 

E value 4.0e-14 

Match length 4 3 

% identity 70 

NCBI Description (AC003028) unknown protein [Arabidopsis thaliana] 

Seq. No. 235963 

Seq. ID uC-gsflmaxxa091bl2bl 

Method BLASTX 

NCBI GI gl747294 

BLAST score 4 94 

E value 3.0e-50 

Match length 102 

% identity 95 

NCBI Description (D45383) vacuolar H+-pyrophosphatase [Oryza sativa] 

Seq. No. 235964 

Seq. ID uC-gsf Irtiaxxa091d04bl 

Method BLASTX 

NCBI GI g2673914 ■ 

BLAST score 207 

E value 6.0e-17 

Match length ' 68 

% identity 60 

NCBI Description (AC002561) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 235965 

Seq. ID uC-gsf Imaxxa091e05bl 

Method BLASTX 

NCBI GI g2244910 

BLAST score 148 

E value 9.0e-10 

Match length 88 

% identity 49 • 

NCBI' Description {Z97339) unnamed protein product [Arabidopsis thaliana] 

Seq. No. 235966 

Seq. ID uC-gsf lmaxxa091ellbl 

Method BLASTX 

NCBI GI g2739374 

BLAST score 171 

E value 3.0e-12 

Match length 71 , . 

% identity 54 

NCBI Description (AC002505) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 235967 

Seq. ID uC-gsflmaxxa091f01bl 

Method BLASTX 

NCBI GI g2275213 

BLAST score 166 

E value l.Oe-11 

Match length 99 

% identity 43 



34185 



NCBI Description 



(AC002337) hypothetical prptein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235968 

uC-gsflmaxxa091f04bl 

BLASTX 

gl872521 

191 

2.0e-14 

51 

25 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi_1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235969 

uC-gsflinaxxa091g01bl 

BLASTX 

g416664 

388 

l.Oe-37 

113 ^ 
68 

PLASMA MEMBRANE ATPASE 4 (PROTON PUMP) 

>gi_485504_pir^ S33548 H+-transporting ATPase (EC 3.6.1.35) 

type 4/ plasma membrane - curled-leaved tobacco ' 
>gi_19704_emb_CAA4727 5_ {X66737) plasma membrane H+-ATPase 
['Nicotiana plumbagini folia] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
■ % identity 
NCBI Description 



235970 " • 

uC-gsf Imaxxa091g03bl 

BLASTX 

gl621012 

642 

2.0e-67 

134 

90 

(Y08786) 1, 4-alpha-glucan branching enzyme [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235971 

uC-gsflmaxxa091g05bl 

BLASTX 

g4454471 

145 

4.0e-09 
58 
55 

(AC006234) 
thaliana] 



putative G protein coupled receptor [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



235972 

uC-gsflmaxxa091g07bl 

BLASTX 

g3608485 

439 

2.0e-43 
87 



3418*6 



-.4 



%-identity 

NCBI Description 



94 

(AF088915) proteasome beta subunit [Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235973 

uC-gsflmaxxa091gllbl 

BLASTX 

gl076663 

262 

8.0e-23 

54 

96 

H+-transporting ATPase (EC 3.6.1.35) (clone PHA2) - potato 
>gi_435001_emb_CAA54045_ (X76535) H (+) -transporting ATPase 
[Solanum tuberosum] 

235974 

uC-gsf Iinaxxa091h08bl 

BLASTX 

g3135693 

379 

2.0e-36 

74 

97 

(AF064201) glutathione S-transf erase [Gossypium hirsutum] 
235975 

uC-gsflmaxxa091hllbl 

BLASTX 

g2160692 

513 . 

3.0e-52 

125 

72 

(U73527) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235976 

uC-gsf Iinaxxa092a06bl 

BLASTX 

g2651302 

220 

3.0e-18 

77 

52 

{AC002336) hypothetical protein [Arabidopsis thaliana] 
235977 

uC-gsflmaxxa092c05bl 

BLASTX 

g4263821 

390 

7.0e-38 

122 

70 

(AC006067) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



235978 



34187 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No-. 

Seq. ID 

Method ^- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflmaxxa092g07bl 

BLASTX 

g220838 

169 

3.0e-12 

55 

56 

(D10655) 



dihydrolipoamide acetyltransf erase [Rattus rattus] 



235979 

uC-gsflmaxxa092h07bl 

BLASTX 

gl708236 

157 

3\0e-24 

83 

62 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

235980 

uC-gsflmaxxa092h08bl , ^ 

BLASTX 

gl666234 

169 

2.0e-22 

61 

93 

(U76193) actin [Pisum sativum] >gi_1724143 (U81049) actin 
[Pisum sativum] 

235981 

uC-gsflmaxxa093h08bl 

BLASTX 

g4467096 

189 

2.0e-14 

106 

42 

(AL035538) putative protein [Arabidopsis thaliana] 
235982 

uC-gsflmaxxa094b01bl 

BLASTX 

gl335862 

165 

5.0e-12 

35 

91 

(U42608) clathrin heavy chain [Glycine max] 



34188 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235983 

uC-gsflmaxxa094b03bl 

BLASTX 

g2499945 

178 

2.0e-13 

70 

56 

URIDINE 5 '-MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 

DECARBOXYLASE >gi_1076363_pir S4 64 40 orotate 

phosphoribosyltransf erase {EC 2.4.2.10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana. >gi_4 4 3818_emb_CAA50686_ (X71842) ^. . 
pyrE-F [Arabidopsis thaliana] 

235984 

uC-gsflmaxxa094cl2bl 

BLASTX 

g217909 

207 

6.0e-17 
43 

93 - - 

(D14 04 4) glycolate oxidase [Cucurbita sp.] 

235985 

uC-gsflmaxxa094d08bl 

BLASTX 

g4220480 

164 

2.0e-ll 

103 

18 

(AC006069) unknown protein [Arabidopsis thaliana] 



235986 

uC-gsf Imaxxa094e06bl 

BLASTX 

g4204695 

145- 

4.0e-09 

106 

42 

(AF117062) putative inositol 
At5Pl [Arabidopsis thaliana] 



polyphosphate 5-phosphatase 



235987 

uC-gsflmaxxaO94g07bl 

BLASTX 

g4580395 

179 

l.Oe-13 

51 

80 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana]. 



34189 



Seq. No. 
^ Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



235988 

uC-gsflmaxxa094h06bl 

BLASTX 

g4415923 

429 

2.0e-42 

145 

59 

(AC006282) putative glucosyl 
thaliana] 

235989 

uC-gsflniaxxa095b06bl 
BLASTX 
gl200205 
147 

6.0e-10 
43 
70 

(X95753) DAG [Antirrhinum 



transferase [Arabidopsis 



majus] 



235990 

uC-gsflinaxxa095b09bl 

BLASTX 

gl68424 . 

140 

5.0e-09 

35 

86 

(M5944 9) polypeptide chain-binding protein [Zea mays] 
235991 

uC-gsf lmaxxa095dllbl 

BLASTX 

g3335375 

177 

2.0e-13 

35 

91 

(AC003028) putative amidase [Arabidopsis thaliana] 
235992 

uC-gsflmaxxa095fl0bl 

BLASTX 

g3643603 

187 

3.0e-14 

65 

60 

(AC005395) unknown protein [Arabidopsis thaliana] 
235993 

uC-gsflmaxxa095hl2bl 

BLASTX 

g2642157 

559 



34190 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-57 

123 

82 

(AC003000) 



ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scor«-. 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



235994 

uC-gsflmaxxa096a08bl 

BLASTX 

g2980791 

554 

5.0e-57 

121 

86 

(AL022197) actin depolymerizing factor - like protein 
[Arabidopsis thaliana] 

235995 

uC-gsflmaxxa096al2bl 

BLASTX 

g4512683 

402 

3.0e-39 

96 

77 

(AC006931) putative lipase [Arabidopsis thaliana] 
>gi_4559323_gb_AAD22985.1_AC007087_4 (AC007087) putative 
lipase [Arabidopsis thaliana] 

235996 

uC-gsflmaxxa096b04bl 

BLASTX 

gll74469 

173 

2.0e-12 

51 

61 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG {B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_624704 (L38961) putative 
transmembrane protein precursor [Homo sapiens] 

>gi_l-588286_prf 2208301B integral membrane protein [Homo 

sapiens] >gi_4504787_ref_NP_002210 . l_pITMl_ integral 
transmembrane protein 

235997 

uC-gsf Imaxxa096c07bl 

BLASTX 

g3047108 

157 

2.0e-10 
130 
38 

(AF058919) No definition line 
235998 

uC-gsflmaxxa096dl0bl 
BLASTX 
g508304 



found [Arabidopsis thaliana] 



-34191 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Miethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E '^alue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



312 

.l.Oe-28 

69 

83 

{L22305) core [Medicago sativa] 
235999 

uC-gsflmaxxa096dl2bl 

BLASTX 

g2558660 

369 

3.0e-35 

157 

50 

(AC002354) No definition line found [Arabidopsis thaliana] 
236000 

uC-gsflmaxxa096eO4bl 

BLASTX 

g3850999 

334 

3.0e-31 

91 

75 

(AF069908) pyruvate dehydrogenase El beta subunit isoform 1- 
[Zea mays] 

236001 

uC-gsflmaxxa096e07bl 

BLASTX 

g2760839 

226 

l.Oe-18 

73 
55 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
236002 

uC-gsf lmaxxa096ellbl 

BLASTX 

g4567249 

499 

2.0e-50 

133 

68 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
236003 

uC-gsf Imaxxa096gl0bl 

BLASTX 

g2388580 

753 

3.0e-80 

155 

89 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 



34192 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236004 

uC-gsflmaxxa096h01bl 

BLASTX 

g2244799 

196 

3.0e-15 

98 

46 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 
236005 

uC-gsflmaxxa096h04bl 

BLASTX 

gl483177 

324 

6.0e-30 

141 

45 

(D86598) antifreeze-like protein (af70) [Picea abies] 
236006 

uC-gsflmaxxa097bl0bl 

BLASTX 

g4063751 

323 

6.0e-30 

138 • ^ ■ 

54 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

236007 

uC-gsflmaxxa097bl2bl 

BLASTX 

g2708745 

544 

6.0e-56 

120 

86 

(AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 

236008 

uC-gsflmaxxa097cllbl 
BLASTX ■ - 

gl707032 
148 

l.Oe-09 

83 

43 

(U80445) coded for by C. elegans cDNA ykl3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 
by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 



34193 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score — 

E value 

Match length 

% identity 

NCBI Description 



236009 

uC-gsflmaxxa097dl0bl 

BLASTX 

gl36739 

231 

2.0e-19 

58 

79 

UTP— GLUCOSE-l-PHOSPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransferase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 


236010 


Sea ID 


nP-asf Ima vxa nQ7dl Ihl 


Method 


BLASTX 


NPRT GT 

L-} J_ VJ _1» 


^ A. ^ \J t / 




^ O *i 


E value 


1 . Oe-25 


Match length 


66 


% identity 


77 


NCBI Description 


(AC004005) Lea-like protein [Arabidopsis thaliaha]. 


^ C> ■ L> . 


236011 


Seq. ID 


uC— rrciflTnax5fPinQ7pn?h1 

LiV^ <^ O J- XiltCL A AO \7 ^ fG\J£,^J^ 






NCBI GI 


a3582333 


BLAST score 


199 


R Mfi 1 IIP 

i_J V -J- LI 


2.0e-15 


Match length 


127 


% identity 


33 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


236012 


Seq. ID 


uC-gsflmaxxa097e09bl 


Method 


BLASTX 


NCBI GI 


g2109293 


BLAST score 


386 


E value 


2.0e-37 


Match length 


106 


% identity 


73 


NCBI Description 


(U97568) serine/threonine protein kinase [Arabidopsis 




thaliana] 


Seq,. No. 


236013 


Seq. ID 


uC-gsflmaxxa097f03bl 


Method 


BLASTX 


NCBI GI 


gl23554 


BLAST score 


364 


E value 


7.0e-35 


Match length 


125 


% identity 


58 



NCBI Description 



18.1 KD CLASS I HEAT SHOCK PROTEIN >gi_99978_pir S16248 

heat shock protein 18 (clone pMsHspl8.1) - alfalfa 
(fragment) >gi 19616 emb CAA41546 (X58710) heat shock 



34194 



protein [Medicago sativa]' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236014 

uC-gsflmaxxa097fO9bl 

BLASTX 

g3880922 

248 

3.0e-21 

113 

42 

-(Z99271) similar to zinc metallopeptidase (MB family); cDNA 
EST EMBL:C07771 comes from this gene; cDNA EST EMBL:C09261 
comes from this gene; cDNA EST yk259cl.5 comes from this 
gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236015 

uC-gsflmaxxa097h06bl 

BLASTX 

g3228517 

429 

2.0e-42 

i33 

63 

(AF007788) -ETTIN [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2360^16- 

uC-gsflmaxxa097hl0bl 

BLASTX 

g3850816 

454 

2.0e-45 

86 

93 

(Y18348) 
sativa] 



U2 snRNP auxiliary factor, small subunit [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236017 

uC-gsflmaxxa098b02bl 

BLASTX 

g3763917 

452 

6.0e-45 

129 

71 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
>gi_4531438_gb_AAD22123.1_AC006224_5 (AC006224) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236018 

uC-gsflmaxxa098b06bl 

BLASTX 

gl705491 

144 

6.0e-09 
119 

33 

(U50068) C01G5.8 gene product [Caenorhabditis elegans] 



34195 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236019 

uC-gsflmaxxa098bllbl 

BLASTX 

g82306 

605 

7.0e-63 

127 

87 

myb protein 305 - garden snapdragon 
236020 

uC-gsflmaxxa098bl2bl 

BLASTX 

g4538926 

276 

2.0e-24 

94 

56 

(AL04 9483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 



236021 

uC-gsflmaxxa098c07bl 

BLASTX 

g2511693 

270 

l.Oe-23 

71 

73 

{Z99954) cysteine proteinase 



precursor [Phaseolus vulgaris] 



236022 

uC-gsf lmaxxa098cllbl 

BLASTX 

gl20672 

722 

l.Oe-76 

162 

87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66016_pir DEPZG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - parsley 

>gi_20549_emb_CAA42902_ (X60344) glyceraldehyde 3-phosphate 
dehydrogenase [Petroseliniom crispum] 

236023 

uC-gsflmaxxa098d04bl 

BLASTX 

gll68537 

338 

l.Oe-31 

132 

51 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777 )^. aspartic proteinase 



34196 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No,, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



^236024 

uC-gsflmaxxa098dllbl 

BLASTX 

g4544384 

357 

8.0e-34 

89 

83 

{AC007047) unknown protein [Arabidopsis thaliana] 
236025 

uC-gsflmaxxa098f04bl 

BLASTX 

g4455199 

206 

4.0e-16 

129 

39 

(AL035440) putative protein [Arabidopsis thaliana] 



236026 

uC-gsf lmaxxa098gllbl 

BLASTX 

g4406767 

362 

2.0e-34 

153 

49 

(AC006836) putative flavonol 
thaliana] 



sulfotransf erase [Arabidopsis 



236027 

uC-gsflmaxxa098h05bl 

BLASTX 

g2984147 

172 

2.0e-12 

90 

41 

(AE000760) hypothetical protein [Aquifex aeolicus] 
236028 

uC-gsflinaxxa098h09bl 

BLASTX 

g3201618 

588 

7.0e-61 

128 

84 

(AC004669) Sop2p-like protein [Arabidopsis thaliana] 
236029 

uC-gsflmaxxa098hllbl 

BLASTX 

g2342684 



34197 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



260 

l.Oe-22 

118 

47 

(AC000106) 



F7G19.14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score- 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



236030 

uC-gsflmaxxa098hl2bl 

BLASTX 

g2507229 

518 

9.0e-53 

133 

74 

40 KD PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) 
(ROTAMASE) (CYCLOPHILIN-40 ) (CYP-40) (CYCLOPHILIN-RELATED 
PROTEIN) (ESTROGEN RECEPTOR BINDING CYCLOPHILIN) 

>gi_423247_pir ^A46579 estrogen receptor-binding 

cyclophilin - bovine >gi_393300_dbj_BAA03159_ (D14074) 
cyclophilin [Bos taurus] 

236031 

uC-gsf Imaxxal06c02bl 

BLASTX 

g4325341 

216 

9.0e-18 

53 

79 

(AF128393) similar to the Drosophila DES-1 protein 
(GB:X94180) [Arabidopsis thaliana] 

236032 

uC-gsf Imaxxal07a01bl 

BLASTX 

g4049341 

386 . 

2.0e-37 

87 

89 

(AL034567) putative protein [Arabidopsis thaliana] 
236033 

uC-gsflmaxxal07a07bl 

BLASTX 

g3335375 

278 • 

3.0e-25 

61 

85 

(AC003028) putative amidase [Arabidopsis thaliana] 
236034 

uC-gsflmaxxal07bl2bl 

BLASTX 

g3694872 

394 



34198 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



l.Oe-38 

89 

83 

(AF092547) profilin [Ricinus communis) 
236035 

uC-gsflmaxxal07hl2bl 

BLASTX 

g2088658 

273 

4.0e-24 

104 

55 

(AF002109) unknown protein [Arabidopsis thaliana] 
236036 

uC-gsf Imaxxall9a04bl 

BLASTX 

g3746059 

407 

7.0e-40 

.103 
73 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gij4 4'32812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

236037 

uC-gsflmaxxall9a09bl 

BLASTX 

gl25887 

224 

l.Oe-18 

78 

59 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi_82092_pir S04765 LAT52 protein precursor - tomato 

>gi_295812_emb_CAA33854_ (X15855) LAT52 [Lycopersicon 
esculentum] 

236038 

uC-gsf lmaxxall9allbl 

BLASTX 

gl946371 

158 

3.0e-ll 

37 

76 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

236039 

uC-gsflmaxxall9c01bl 

BLASTX ., ^ 

gl916292 

198 

3.0e-15 



34199 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(U89793) allergen Amb a VI [Ambrosia artemisiif olia] 
236040 

uG-gsflmaxxall9c02bl 

BLASTX 

gl076511 

145 

l.Oe-09 
31 
'90 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ (X85804) H (+) -transporting ATPase 
[ Phaseolus vulgaris ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236041 

uC-gsflmaxxall9c07bl 

BLASTX 

gl916292 

157 

l.Oe-10 

65 

42 

(U89793) allergen Amb 



a VI [Ambrosia artemisiif olia] 



236042 

uC-gsflnu33B001a01bl 

BLASTX . 

g2244898 

364 

l.Oe-34 

150 

46 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



,Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236043 

uC-gsflnu33B001bQ3bl 

BLASTX 

g2739168 

179 

6.0e-16 

87 

56 

(AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E<. value 

Match length 

% identity 

NCBI Description 



236044 

uC-gsflnu33B001b05bl 

BLASTX 

gl330401 

133 

l.Oe-08 

76 

46 

(U58762) T27F7.1 gene 



product [Caenorhabditis elegans] 



34200 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236045 

uC-gsflnu33B001b09bl * - - ' 

BLASTX 

g3600052 

275 

2.0e-24 

94 

56 

(AF080120) contains similarity to glycosyl hydrolases 
family 9 (Pfam: glycosyl_hydro5 . hmm, score: 88.03) 
[Arabidopsis thaliana] 

236046 

uC-gsflnu33B001bllbl 

BLASTX 

g4322421 

233 

2.0e-19 

133 

41 

(AF085230) cadmium resistance factor 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236047 

uC-gsflnu33B001c09bl 

BLASTX 

gll84075 

153 

5.0e-10 

140 

3 

(U42444) Cf-2.1 
>gi_1587673_prf 
esculentum] 



[Lycopersicon pimpinellif olium] 
_2207203A Cf-2 gene [Lycopersicon 



Seq. No, 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236048 

uC-gsflnu33B001d05bl 

BLASTX 

g2982268 

472 

2.0e-47 

93 

98 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq.* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236049 

uC-gsflnu33B001e09bl 

BLASTX 

gl816459 

531 

3.0e-54 
133 . 
80 

(Y10750) DEFH125 protein [Antirrhinum majus] 



34201 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

blast" score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



236050 

uC-gsflnu33B001ellbl 

BLASTX 

g4263787 

548 

3.0e-56 

145 

77 

(AC006068) unknown protein [Arabidopsis thaliana] 
236051 

uC-gsflnu33B001f04bl 

BLASTX 

g2739010 

551 

l.Oe-56 

146 

68 

(AF0224 64) CYP77A3p [Glycine max] 
236052 

uC-gsflnu33B001gl0bl 
BLASTX 

gl352078 " " . 

535 

9.0e-55 

105 . . 
84 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 
(EXO- (1~>4)-BETA-D-GALACTANASE) >gi_507278 (L29451) 
b-galactosidase-related protein; putative [Malus domestical 

236053 

uC-gsflnu33B002allbl 

BLASTX 

g4406770 

335 

l.Oe-31 

93 

71 

(AC006836) unknown protein [Arabidopsis thaliana] 
236054 

uC-gsflnu33B002ellbl 

BLASTX 

g2109293 

258 

2.0e-22 " 

60 

83 

(U97568) serine/threonine protein kinase' [Arabidopsis 
thaliana] . ' ^ 

236055 

uC-gsflnu33B002f04bl 

BLASTX 

g2501102 



34202 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



236 

5.0e-34 

93 

82 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi_1587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 

236056 

uC-gsflnu33B002fl2bl 

BLASTX 

g4469025 

179 

l.Oe-13 

61 

37 

(AL035602) putative protein [Arabidopsis thaliana] 
236057 

uC-gsflnu33B003a02bl 

BLASTX 

g4220480 

167 

l.Oe-11 

97 

36 

(AC006069) unknown protein [Arabidopsis thaliana] 
236058 

uC-gsflnu33B003a09bl 

BLASTX 

g2440044 

533 

l.Oe-54 

111 

89 

CAJ001293) major intrinsic protein PIPB [Craterostigma 
plant agineum] 

236059 

uC-gsflnu33B003b06bl 

BLASTX 

g3172025 

364 

6.6e-35 

106 

67 

(AB005805) aldehyde oxidase [Arabidopsis thaliana] 
.236060 

uC-gsflnu33B003d04bl 

BLASTX 

g2960358 

209 



34203 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-17 

40 

97 

(AJ224895) caffeoyl-CoA 3-0-methyltransf erase [Populus 
balsamifera subsp. trichocarpa] >gi_2960360_emb_CAA12200_ 
(AJ224896) caffeoyl-CoA 3-0-methyltransf erase [Populus ~ 
balsamifera subsp. trichocarpa] >gi__3550590_emb_CAA114 95_ 
(AJ223620) caffeoyl CoA 3-0-methyltransf erase [Populus ~ 
balsamifera subsp. trichocarpa] 

236061 

uC-gsflnu33B003d09bl 

BLASTX 

g3915037 

279 

3.0e-25 

57 

91 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_2570067_emb_CAA04 512_ (AJ001071) second sucrose 
synthase [Pisum sativum] 

236062 

uC-gsflnu33B004b04bl 

BLASTX 

g4314363 

392 

4.0e-38 

129 

58 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
236063 

uC-gsflnu33B004b06bl 

BLASTX 

g3811293 

213 . . 

5.0e-22 

68 

84 

(AF032465) putative serine/threonine protein kinase 
[Nicotiana tabacum] >gi_4098172 (U73938) PKll-Cl [Nicotiana 
tabacum] 

236064 

uC-gsflnu33B004c02bl 

BLASTX 

g31.93290 

341 

3.0e-32 

114 

56 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 165.48), to legume lectins beta 
domain (Pfam: lectin_legB. hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA. hmm, score: 16.72) 
[Arabido 



34204 



Seq, No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236065 

uC-gsflnu33B004c05bl 

BLASTX 

g4467145 

316 

4,0e-29 

109 

56 

(AL035540) 
thaliana] 



farnesylated protein (ATFP6) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



236066 

uC-gsflnu33B004e02bl 

BLASTX 

g4557058 

339 

4.0e-32 

92 

66 

(AC007154) aldehyde oxidase [Arabidopsis thaliana] 
236067 

uC-gsflnu33B004f03bl 

BLASTX 

g4263715 

230 

3.0e-22 

126 

49 

{AC006223) putative alanine acetyl transferase [Arabidopsis 
thaliana] 



Seq. No. 


236068 


Seq. ID 


uC-gsflnu33B004g04bl 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


167 


E value 


8.0e-14 


Match length 


96 


% identity 


48 


NCBI Description 


{AF000657) hypothetical 


Seq. No, 


236069 


Seq. ID 


uC-gsflnu33B004g07bl 


Method 


BLASTX 


NCBI GI 


g4454467 


BLAST score 


188 


E value 


4,0e-14 


Match length 


113 


% identity 


42 


NCBI Description 


(AC006234) unknown prote. 


Seq. No. 


236070 


Seq. ID 


uC-gsflnu33B004h03bl 


Method 


BLASTX 


NCBI GI 


gl922964 



-34205 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



417 

6.0e-41 * 

89 

88 

(AC000106) Similar to Schizosaccharomyces CCAAT-binding 
factor (gb_U88525). EST gb_T04310 comes from this gene. 
[Arabidopsis thaliana] 



236071 

uC-gsflnu33B004h06bl 

BLASTX 

g2689720 

432 

2.0e-57 

159 

73 

(AF037168) DnaJ homologue 



[Arabidopsis thaliana] 



236072 

uC-gsflnu33B005bl2bl 

BLASTX 

g2245061 

307 

4.0e-28 

68 

87 

(Z97342) Clp proteinase homolog [Arabidopsis thaliana] 
236073 

uC-gsflnu33B005d02bl 

BLASTX 

g3757521 

470 

3..0e-47 

132 

64 

(AC005167) unknown protein [Arabidopsis - thaliana] 
236074 

uC-gsflnu33B005d03bl ' 

BLASTX 

gl703446 

497 

2.0e-50 

130 

78 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84 367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



236075 

uC-gsflnu33B005d08bl 

BLASTX 

g3894393 

185 

7,0e-14 



34206 



Match length 


126 


% identity 


3 


NCBI Descriotion 




Seq. No. 


236076 


Seq. ID 


uC-gsf lnu33BG05e03bl 


Method 


BLASTX 


NCBI GI 


g2252631 


BLAST score 


197 


E value 


3.0e-15 


Match length 


80 


% identity 


49 


NCBI Description 


f[J9S973l hvnr)1"h<^t* i r'^^ 1 nTnl'fii n f A-raHi Hordes -io +-Vial-iaT-»=i1 


Seq. No. 


236077 


Seq. ID 


uC-gsflnu33B005f03bl 


Method 


BLASTX 


NCBI GI 


g3063694 


BLAST score 


143 


E value 


7.0e-09 


Match length 


121 


% identity 


39 


NCBI Description 


\ri.±j\j u ^ f / ^uuduj-vc; ^j-uucj-ii i_rii. auiuupsx s Lnaxianaj 


Seq. No. 


236078 


Seq. ID 


uC-gsflnu33B005g01bl 


Method 


BLASTX 


NCBI GI 


g2507426 


BLAST score 


511 


E value 


4.0e-52 



Match- length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



129 
74 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
(ALANINE--TRNA LIGASE) (ALARS) >gi_1673365_emb_CAA80380 
(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 

thaliana] 

236079 

uC-gsflnu33B005g03bl 

BLASTX 

g2586123 

343 

3.0e-32 

102 

60 

(U89511) b-keto acyl reductase [Allium porrum] 
236080 

uC-gsflnu33B005gl0bl 

BLASTX 

g2129854 

318 

l.Oe-37 

137 

59 

early nodulin 8 precursor - alfalfa >gi_304037 {L18899) 
early nodulin [Medicago sativa] 



34207 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236081 

uC-gsflnu33B005h08bl 

BLASTX 

g3319882 

440 

7.0e-44 

98 

87 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236082 

uC-gsflnu33B005hl0bl 

BLASTX 

gl938227 

457 

l.Oe-45 

157 

58 

(X93312) Carbonic anhydrase [Medicago sativa] 
236083 

uC-gsflnu33B005hl2bl 

BLASTX 

gl00347 

160 

2.0e-ll 

36 ' ' . 

86 ... 

monosaccharide transport protein MSTl - common tobacco 
>gi_19885_emb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 

236084 

uC-gsflnu33B006b09bl 

BLASTX 

g2130149 

425 • . 

4 .Oe-42 

90 

90 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

236085 

uC-gsflnu33B006bl2bl 

BLASTX 

g4262167 

193 

7.0e-24 

101 

62 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



236086 



34208 



Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. • ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B006c02bl 

BLASTX 

g2961343 

201 

l.Oe-15 

40 

95 

(AL022i40) symbiosis-related like protein [Arabidopsis 
thaliana] 

236087 

uC-gsflnu33B006d02bl 

BLASTX 

g4490305 

407 

9.0e-40 

147 

54 

(AL035678) putative protein [Arabidopsis thaliana] 
236088 

uC-gsflnu33BO06f04bl 

BLASTX 

gl20669 

252 

8.0e-22 

59 .. ■ ' 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

236089 

uC-gsflnu33B006f06bl 

BLASTX 

gl076257 

178 

l.Oe-13 

31 

97 

sucrose-proton symporter - beet >gi_633172_einb_CAA58730 
(X83850) sucrose/proton-symporter [Beta vulgaris] 

236090 

uC-gsflnu33B006g07bl 

BLASTX 

g2961390 

347 

7.0e-33 

84 

74 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 



236091 



34209 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsflnu33B006gl2bl 

BLASTX 

g4115937 

301 

7.0e-39 

101 

75 

{AF118223) contains similarity to human PCFllp homolog 
(GB:AF046935) [Arabidopsis thaliana] 

236092 

uC-gsflnu33B006hlObl 

BLASTX 

g2983537 

147 

2.0e-09 

55 

53 

(AE000720) 
aeolicus] 



phosphate transport ATP binding protein [Aquifex 



236093 

uC-gsflnu33B006hllbl 

BLASTX 

g2583112 

153 

l,0e-10 

42 

67 

(AC002387) putative PDl-like DNA-binding protein 
[Arabidopsis thaliana] 

236094 

uC-gsflnu33B008a04bl 

BLASTX 

g4539401 

289 

7,0e-26 

109 

61 

(AL035526) putative protein [Arabidopsis thaliana] 
236095 

uC-gsflnu33B008b01bl 

BLASTX 

gl706794 

361 

3.0e-34 

121 

55 

BIS (5'-ADEN0SYL) -TRIPHOSPHATASE (DIADENOSINE 
5^5' ' '-P1,P3-TRIPH0SPHATE HYDROLASE) 

(DINUCLEOSIDETRIPHOSPHATASE) {AP3A HYDROLASE) (AP3AASE) 
(FRAGILE HISTIDINE TRIAD PROTEIN) >gi_3114520_pdb_4FIT_ 
Fhit-Apo >gi_3114524_pdb_6FIT_ Fhit-Transition State 
Analog >gi_3318895_pdb_lFHI_ Substrate Analog {Ib2) 
Complex With The Fragile Histidine Triad Protein, Fhit 



34210 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 
Seq.^-ID - 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_1203836 {U46922) member of the histidine triad (HIT) 
gene family; similar to the S. pombe diadenosine 
5' , 5' • •-Pl/P4-tetraphosphate asymmetrical hydrolase [Homo 
sapiens] >gi_i945066 {U76272) diadenosine triphosphate 
{Ap3A) hydrolase [Homo sapiens] 

>gi_4503719_ref_NP_002003.1_pFHIT_ fragile histidine triad 
gene 

236096 

uC-gsflnu33B008b07bl 

BLASTX 

g4160532 

236 

7.0e-20 

116 

39 

{AJ011304) sphingosine-l-phosphate lyase [Homo sapiens] 
236097 

uC-gsflnu33B008bl2bl 

BLASTX 

gl914685 

283 

2.0e-25 

113 . 
.54 

(Y12014) RAD23 protein, isoform II [Daucus carota] 
236098 

uC-gsflnu33B008c06bl 

BLASTX 

g3892059 

276 

l.Oe-24 

99 

17 

(AC0Q2330) predicted protein of unknown function 
[Arabidopsis thaliana] 

236099 

uC-gsflnu33B008cl0bl 

BLASTX 

g4539373 

142 

7.0e-09 

84 

38 

(AL04 9525) putative retrotransposon polyprotein 
[Arabidopsis thaliana] 

236100 

uC-gsflnu33B008dllbl 

BLASTX 

g2342735 

225 

9.0e-19 
48 



34211 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

(AC002341) unknovm protein [Arabidopsis thaliana] 
236101 

uC-gsflnu33B008e09bl 

BLASTX 

g2982309 

167 

l.Oe-23 

98 

50 

(AF051239) probable ubiquitin activating enzyme 2 [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236102 

uC-gsflnu33B008f06bl 

BLASTX 

g3420239 

261 

3.0e-23 
49 

100 . 

(AF059484) actin [Gossypium hirsutum] 
236103 

uC-gsflnu33B008fl2bl 
BLASTX 
^gll74448 
162 

4.0e-ll 

75 

49 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 

236104 ■ 

uC-gsflnu33B008gl2bl 

BLASTX 

g4185143 

246 

3.0e-21 

72 

64 

(AC005724) putative signal recognition particle receptor 
beta subunit [Arabidopsis thaliana] 

236105 

uC-gsflnu33B008h05bl 

BLASTX 

g967125 

444 

2.0e-44 

91 

95 

{U08140) calcium dependent protein kinase [Vigna radiata] 



34212 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
• Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236106 

uC-gsflnu33B009a04bl 

BLASTX 

g2738949 

406 

2.0e-43 

98 

90 

{AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



236107 

uC-gsflnu33B009bl2bl 

BLASTX 

g2708741 

764 

l.Oe-81 

162 

90 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
236108 

uC-gsflnu33B009cllbl 

BLASTX 

g2921334 

374 . 

4.0e-36 

70 

97 . 

(AF034131) MYB-like DNA-binding domain protein [Gossypium 
hirsutum] 

236109 

uC-gsflnu33B009e01bl 

BLASTX 

gl518388 

246 

5.0e-21 

103 

50 

(X91172) korean-radish isoperoxidase [Raphanus sativus] 
236110 

uC-gsflnu33B009g01bl 

BLASTX 

g4249384 

394 

2.0e-38 

107 

65 

(AC005966) Similar to gi_4056506 F3G5.25 nodulin-like 
protein from Arabidopsis thaliana BAC gb AC005896. 
[Arabidopsis thaliana] - ~ 

236111 

uC-gsflnu33B009h09bl 



34213 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335359 

488 

3.0e-49 

106 

87 

(AC003028) unknown protein [Arabidopsis thaliana] 
236112 

uC-gsflnu33B009hllbl 

BLASTX 

g4432840 

173 

2.0e-12 

95 

42 

{AC006283) unknown protein [Arabidopsis thaliana] 
236113 

uC-gsflnu33B011a02bl 

BLASTX 

g3080417 

346 

9.0e-33 

89 

83 

(AL022604) putative protein [Arabidopsis thaliana] 
236114 

uC-gsflnu33B011b05bl 

BLASTX 

g2529670 

236 

8.0e-20 

79 

61 

(AC002535) 
thaliana] 



ribosomal protein L18-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



236115 

uC-gsflnu33B011d04bl 

BLASTX 

g3220021 

224 

3.0e-23 

125 

46 

{U57828) lipase homolog [Arabidopsis thaliana] 
236116 

uC-gsflnu33B011d07bl 
BLASTX 
g4105633 
'204 
6.0e-16 
56 
71 



34214 



NCBI Description (AF048982) putative ethylene receptor [Arabidopsis 
thaliana] 



Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method . 

•NCBI Gl' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236117 ^ ■ 

uC-gsflnu33B011d08bl 

BLASTX 

g2842490 

347 

8.0e-33 

112 

59 

{AL021749) heat-shock protein [Arabidopsis thaliana] 
236118 

uC-gsflnu33B011dl2bl 

BLASTX 

g485514 

389 

l.Oe-37 

79 

91 

ADRll-2 protein - soybean (fragment) 

>gi_296443_emb_CAA49341_ (X69640) auxin down regulated 
[Glycine, max] 

236119 

uC-gsflnu33B011e01bl 

BLASTX 

g3643611 

573 

2.0e-59 

122 

83 

{AC005395) putative casein kinase [Arabidopsis thaliana] 
236120 

uC-gsflnu33B011e02bl 

BLASTX 

g30634 65 

164 

2.0e-23 

88 

68 

(AC003981) F22013.27 [Arabidopsis thaliana] 
236121 

uC-gsflnu33B011e09bl 

BLASTX 

g3540195 

396 

l.Oe-38 

126 

28 

(AC004260) Unknown protein [Arabidopsis thaliana] 
236122 

uC-gsflnu33B011g06bl 



34215 



Method 
NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
'-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl717744 " 
•222 
5.0e-18 
108 
42 

TOPOISOMERASE 1-RELATED PROTEIN TRF4 

>gi_1077298_pir S51882 topoisomerase I-related protein 

TRF4 - yeast (Saccharomyces cerevisiae) 
>gi_663237_enib_CAA88145_ (Z48149) ORE [Saccharomyces 
cerevisiae] >gi_950226 (U31355) Trf4p [Saccharomyces 
cerevisiae] >gi__1419987_emb_CAA99134_ {Z74857) ORE YOLllSw 
[Saccharomyces cerevisiae] 

236123 

uC-gsflnu33B011g09bl 

BLASTX 

g2213600 

161 

2.0e-ll 

80 

46 

(AC000348) T7N9.20 [Arabidopsis thaliana] - 
236124 

uC-gsflnu33B011h06bl 

BLASTX 

g3953470 

14 9 

l.Oe-09 

80 

49 

(AC002328) F20N2.15 [Arabidopsis thaliana] 
236125 

uC-gsflnu33B012c08bl 

BLASTX 

g3832528 

524 

•l.Oe-53 

126 

81 

(AF100167) unknown [Glycine max] 
236126 

uC-gsflnu33B012d01bl 

BLASTX 

g3287693 

434 

5.0e-43 

90 

89 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 



236127 



34216 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



uC-gsflnu33B012e08bl 

BLASTX 

g2062170 

272 

5.0e-24 

136 

52 

(AC001645) unknown protein [Arabidopsis thaliana] 
236128 

uC-gsflnu33B012g08bl 

BLASTX 

g2244847 

246 

5.0e-21 

105 
54 

(Z97337) hydroxyproline-rich glycoprotein homolog 
[Arabidopsis thaliana] 

236129 

uC-gsflnu33B013a03bl 

BLASTX 

g3647283 

554 

5.0e-57 

144 

74 

(AJ011418) ubiquitin activating enzyme [Lycopersicon 
esculentum] 

236130 

uC-gsflnu33B013a06bl 

BLASTX 

gl587206 

363 

8.0e-56 

148 

80 

T complex protein [Cucumis sativus] 
236131 

uC-gsflnu33B013a07bl 

BLASTX 

g4115377 

196 

4.0e-15 

94 

43 

(AC005967) unknown protein [Arabidopsis thaliana] 
236132 

uC-gsflnu33B013al0bl 

BLASTX 

g2213626 

239 

5.0e-20 



34217 



Match lenath 


1 70 


% identity 


42 


NCBI Descrintion 


\/i^uuu±uo; rzijy.ib [AraDidopsis thaliana] 


Seq. No. 


236133 


Seq. ID 


uC-asf lnn33Rni 3h1 OHT 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


542 


E value 


1 . Oe-55 


Match length 


137 


% identity 


72 


NCBI Description 


se±enium-Dinaxng protein [Arabidopsis thaliana] 


Seq. No. 


£. 'J \J ±. 


Seq. ID 


KA\^ y 0 X XilU. J ODU X OL?± ±ux 


Method 


BLASTX 


NCBI GI 


g3928084 


BLAST score 


515 


E value ' 


2.0e-52 


Match length 


152 


% identity 


64 


NCBI Description 


{AC005770) retrotransposon-like protein [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236135 

uC-gsflnu33B013fllbl 
BLASTX , 
gl352186 
523 

3.0e-53 

123 

77 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P4 50 74) >gi_404866 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE) 
(U00428) allene oxide 



236136 

uC-gsflnu33B013fl2bl 

BLASTX 

g4567262 

520 

6.0e-63 

132 

89 

(AC006841) putative ubiquitin [Arabidopsis thaliana] 
236137 

uC-gsflnu33B015a03bl 

BLASTX 

g4455340 

466 

l.Oe-46 

131 

66 

(AL035522) putative protein [Arabidopsis thaliana] 



34218 



Seq,^. No. 

Seq. ID 

Method 

NCBI GI 

BLAST s.core 

E value 

Match length 

% identity 

NCBI Description 



236138 

uC-gsflnu33B015a04bl 

BLASTX 

gl723894 

272 

7.0e-24 

164 

40 

HYPOTHETICAL GTP-BINDING PROTEIN IN SEH1-PRP20 INTERGENIC 

REGION >gi_2131584_pir S64106 hypothetical protein YGL099i 

- yeast (Saccharomyces cerevisiae) 
>gi_1322637_emb_CAA96805_ (Z72621) ORE YGL099w 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236139 

uC-gsflnu33B015a09bl 

BLASTX 

g464707 

571 

4.0e-59 

117 

95 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_einb_CAA80684_ {Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ {Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal SI 8 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi__4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236140 

uC-gsflnu33B015b01bl 

BLASTX 

g3334157 

516 

4.0e-70 

155 

82 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING, PROTEIN) 
>gi_1220142_emb_CAA594 68_ {X85185) cyclophilin 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



236141 

uC-gsflnu33B015b09bl 

BLASTX 

g4376203 

343 

3.0e-32 



34219 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



158 
40 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbagini folia] 

236142 

uC-gsflnu33B015c08bl 

BLASTX 

g3342798 

440 

2.0e-48 

132 

70 

(AF061240) glutamine cyclotransferase precursor [Carica 
papaya] 

236143 

uC-gsflnu33B015d05bl 

BLASTX 

g464849 

702 

2.0e-74 

139 

99 

TUBULIN ALPHA CHAIN >gi_4 8 6847_pir S3 6232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 

236144 

uC-gsflnu33B015e07bl ^ 

BLASTX 

g2244834 

199 

2.0e-28 

105 

64 

(Z97337) hypothetical protein [Arabidopsis thaliana] 

236145 ^ . 

uC-gsflnu33B0i5fllbl 

BLASTX 

g3337356 

336 

7.0e-32 

71 

93 

(AC004 4 81) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

236146 

uC-gsflnu33B015g05bl 

BLASTX 

gl769901 

164 

3.0e-ll 

41 

71 



.34220 



NCBI Description (X95737) proline transporter 1 [Arabidopsis thaliana] 

>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

Seq. No. 236147 

Seq. ID uC-gsflnu33B015g08bl 

Method BLASTX 

NCBI GI g4309730 

BLAST score 232 

E value 4.0e-19 

Match length 111 

% identity 44 

NCBI Description {AC006439) putative lipid transfer protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236148 

uC-gsflnu33B015h09bl 

BLASTX 

g4467096 

526 

l.Oe-53 

152 

47 

(AL035538) putative protein [Arabidopsis thaliana] 
236149 

uC-gsflnu33B016a06bl 

BLASTX 

g3719211 

209 

l.Oe-16 

44 

89 

(U97021) UIP2 [Arabidopsis thaliana] 
236150 

uC-gsflnu33B016a08bl 

BLASTX 

g4468804 

317 

3.0e-29 

146 

19 

(AL035601) putative protein [Arabidopsis thaliana] 
236151 

uC-gsflnu33B016bl0bl 

BLASTX 

g231757 

768 

5.0e-82 

167 

88 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 

( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_99653_pir S18568 

lignin-bispecific 0-methyltransf erase (EC 2.1.1.-) - 



34221 



quaking aspen >gi_20951_emb_CAA44006_ (X62096) lignin 
bispecific acid/5-hydroxyf erulic acid methyltransf erase 
(P^pulus tremuloides] >gi_2226267 (U13171) caffeic 
acid/5-hydroxyf erulic acid 0-methyltransf erase [Populus 
tremuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236152 

uC-gsflnu33B016c08bl 

BLASTX 

gll73043 

259 

2.0e-22 

69 

77 

eOS'RIBOSOMAL PROTEIN L38 >gi_4794 41_pir S33899 ribosomal 

protein L38 - tomato {cv. Moneymaker) 

>gi_313027_emb_CAA4 9599_ (X69979) ribosomal protein L38 
[Lycopersicon esculentum] 

236153 

uC-gsflnu33B016cl2bl 

BLASTX 

g401189 

146 

l.Oe-09 
4 0 

78 • ' 

WATER-STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 

(TURGOR-RESPONSIVE PROTEIN 7A) >gi_485511_pir S33617 

trg-31 protein - garden pea >gi_20426_emb_CAA7 9159_ 
(Z18288) trg-31 [Pisum sativum] 

236154 

uC-gsflnu33B016dllbl 

BLASTX 

g2462834 

325 

4.0e-30 

151 

42 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
236155 

uC-gsflnu33B016e04bl 

BLASTX 

g3941480 

356 

l.Oe-33 

164 

48 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



236156 

uC-gsflnu33B016fllbl 

BLASTX 

g3377822 



34222 



BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



314 

6.0e-29 

76 

83 

(AF07 6275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 

236157 

uC-gsflnu33B016fl2bl 

BLASTX 

g2809246 

347 

8.0e-33 

123 

59 

(AC002560) F2401. 15 [Arabidopsis thaliana] 



236158 

uC-gsflnu33B016g05bl 

BLASTX 

gl480012 

157 

7.0e-ll 

30 

93 

(D78492) putative ubiquitin 
rapa] 



extension protein [Brassica 



236159 

uC-gsflnu33B016g06bl 

BLASTX 

g585628 

164 

2.0e-ll 

40 

78 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-1 CATALYTIC 

SUBUNIT >gi_418779_pir S31162 phosphoprotein phosphatase 

{EC 3.1.3.16) 2A-alpha catalytic chain (clone EP14a) - 
Arabidopsis thaliana >gi__166823 (M96733) protein 
phosphatase [Arabidopsis thaliana] 

236160 

uC-gsflnu33B016g09bl 

BLASTX 

gl32935 

214 

2.0e-17 V 

65 

60 

60S RIBOSOMAL PROTEIN L37A (YL37) (RP47) 

>gi_101568_pir S18431 ribosomal protein L35a.e.cl6 - yeast 

(Saccharomyces cerevisiae) >gi_4392_emb_CAA41035_ (X57969) 
ribosomal protein L37a .[Saccharomyces cerevisiae] 
>gi_1244773 (U43703) Lpi4p [Saccharomyces cerevisiae] 
>gi_1370305_emb_CAA97847_ (Z734 99) ORE YPL143w 
[Saccharomyces cerevisiae] 



34223 



Se_q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236161 . - 

uC-gsflnu33B018b04bl . 

BLASTX 

g4204304 

144 

4.0e-09 

30 

83 

{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

236162 

uC-gsflnu33B018b06bl 

BLASTX 

g2737926 

402 

3.0e-39 

110 

76 

(U77673) fimbrin-like protein AtFim2 [Arabidopsis thaliana] 
236163 

uC-gsflnu33B018b08bl 
BLASTX *' • 

g2982259 
155 

7.0e-ll 

35 
89 

(AF0512i2) probable 60s ribosomal protein L13a [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236164 

uC-gsflnu33B018bl0bl 

BLASTX 

g4545262 

159 

l.Oe-10 

44 

64 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

236165 

uC-gsflnu33B018bl2bl 

BLASTX 

g4467157 

142 

8.0e-09 

65 

48 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

236166 

uC-gsflnu33B018c02bl 



34224 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2213627 

287 

l.Oe-25 

135 

38 

(AC000103) F21J9.19 [Arabidopsis thaliana] 
236167 

uC-gsflnu33B018cllbl 

BLASTX 

g2827084 

243 

l.Oe-20 

60 

80 

(AF020273) malate dehydrogenase precursor [Medicago sativa] 
236168 

uC-gsflnu33B018d02bl 

BLASTX 

g2642448 

368 

3.0e-35 

112 

27 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

236169 

uC-gsflnu33B018d06bl 

BLASTX 

g2398525 

274 

2.0e-24 

98 

54 

(Y13722) Transcription factor [Arabidopsis thaliana] 
236170 

uC-gsflnu33B018d09bl 

BLASTX 

g4567200 

472 

2.0e-47 

109 

73 

(AC007168) hypothetical protein [Arabidopsis thaliana] 
236171 

uC-gsflnu33B018el2bl 
BLASTX * 
g2191150 
669 

2.0e-70 
164 



34225 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI, GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

{AF067269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 

236172 

uC-gsflnu33B018f07bl 

BLASTX 

g534982 

214 

8.0e-18 

71 

61 

(X75898) phosphoglucomutase [Spinacia oleracea] 
236173 

uC-gsflnu33B018fl0bl 

BLASTX 

gl246823 

572 

5.0e-59 

166 

72 

(X89865) unknown [Phoenix dactylifera] 
236174 

uC-gsflnu33B018g02bl 

BLASTX 

g2497539 

175 

l.Oe-12 

120 

46 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 

236175 

uC-gsflnu33B018gl2bl 

BLASTX 

g3335359 

565 

3.0e-58 

170 

63 

(AC003028) unknown protein [Arabidopsis thaliana] 
236176 

uC-gsflnu33B018h06bl 

BLASTX 

gl706082 

288 

8.0e-26 

139 

47 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 

CP-MII . 3=serine carboxypeptidase [Hordeum vulgare=barley, 



34226 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cv. Alexis,, aleurone. Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
{Hordeum vulgare] 

236177 

uC-gsflnu33B018h08bl 

BLASTX 

g4417304 

379 

l.Oe-36 

100 

63 

(AC0.06446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaininyltransferase [Arabidopsis 
thaliana] 

236178 

uC-gsflnu33B019a02bl 

BLASTX 

g3776084 

223 

4 .Oe-18 

83 

48 

(Y18251) NtN2 [Medicago truncatula] 
■236179 

uC-gsflnu33B019b01bl 

BLASTX 

g4558673 

311 

l.Oe-28 

134 

37 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
236180 

uC-gsflnu33B019bl0bl 

BLASTX 

g3004565 

259 

l.Oe-22 

94 

23 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
236181 

uC-gsflnu33B019c05bl 

BLASTX 

g4185819 

192 

9.0e-15 

47 

68 

(AF116845) metallothionein-like type 1 protein .[ Ipomoea 
batatas] 



34227 



Seq. No. 

Seq." ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236182 

uC-gsflnu33B019cl2bl 

BLASTX 

g2244834 

156 

2.0e-lG 

137 

39 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
236183 

uC-gsflnu33B019d04bl 

BLASTX 

g4 2 4 9390 

346 

l.Oe-32 

106 

61 

(AC005966) Similar to gb_AF039182 probable aldo-keto 
reductase from Fragaria x ananassa. This gene may be cut 
off. EST gb_U74151 comes from this gene. [Arabidopsis 
thaliana] 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value.. 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236184 

uC-gsflnu33B019d07bl 

BLASTX 

g3127031 

251 ^ 

5.0e-22 

70 

63 

(AF014802) (S)-N-methylcoclaurine 3' 
[Eschscholzia californica] 



-hydroxylase 



Seq. No. 
Seq. ID 
Method 



236185 

uC-gsflnu33B019d08bl 

BLASTX 

g3414938 

158 

l.Oe-10 

45 

64 

{AF076603) GgtA [Dictyostelium discoideum] 
236186 

uC-gsflnu33B019e09bl 

BLASTX 

g2443878 

186 

6.0e-14 

80 

60 

{AC002294) Unknown protein [Arabidopsis thaliana] 
236187 

uC-gsflnu33B019el0bl 
BLASTX 



34228 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3367523 
185 

l.Oe-23 
74 

69 ' . , 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 

gene. [Arabidopsis thaliana] 

236188 

uC-gsflnu33B019h06bl 

BLASTX 

g2980641 

194 

3.0e-20 

89 

44 

(Y11250) multi resistance protein [Arabidopsis thaliana] 
236189 

uC-gsflnu33B019h09bl 

BLASTX 

g2213610 

377 

3.0e-36 

105 

27 

(AC000103) F21J9.4 [Arabidopsis thaliana] 
236190 

uC-gsflnu33B019hl2bl 

BLASTX 

g2623309 

313 

8.0e-29 

130 

52 

(AC002409) similar to tgacg-specif ic DNA-binding protein 
[Arabidopsis thaliana] ' 

236191 " 

uC-gsflnu33B022al2bl 

BLASTX 

g4204259 

333 

4.0e-31 

108 

68 

{AC005223) 18074 [Arabidopsis thaliana] 
236192 

uC-gsflnu33B022b03bl 

BLASTX 

g4539660 

388 

l.Oe-37 

107 

66 



3422.9 



NCBI Description • (AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236193 

uC-gsflnu33B022b06bl 

BLASTX 

g3880625 

248 

4 .Oe-21 

82 

54 

(Z93785) predicted using Genefinder; similar to RNA 
recognition motif, (aka RRM, RBD, or RNP domain); cDNA EST 
EMBL:T01682 comes from this gene; cDNA EST EMBL:M75823 
comes from this gene; cDNA EST EMBL:D27559 comes from this 
ge 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236194 

uC-gsflnu33B022f07bl 

BLASTX 

g2262099 

466 

7.0e-47 

99 . 

79- r 

('AC002343) thaumatin isolog [Arabidopsis thaliana] 
236195 

uC-gsflnu33B022g04bl 

BLASTX 

g2507442 

147 

2.0e-09 

29 

93 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
>gi_14196B5_emb_CAA67207_ (X98618) TCTP-like protein 
[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236196 

uC-gsflnu33B023al0bl 

BLASTX 

g913227 

209 

3.0e-17 

59 

68 

transcription factor XlDP-1 
Peptide, 409 aa] 



[Xenopus laevis, embryos. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 



236197 

uC-gsflnu33B023allbl 

BLASTX 

g3892047 

158 

l.Oe-10 

107 

37 



34230 



NCBI Description 



(AC002330) putative bZIP-like DNA binding protein 
[Arabidopsis thaliana] 



Sdq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236198 

uC-gsflnu33B023d05bl 

BLASTX 

gl296816 

377 

3.0e-36 

88 

84 

(X94995) naringenin-chalcone synthase [Juglans sp.] 
236199 

uC-gsflnu33B023f01bl 

BLASTX 

gl076620 

334 

2.0e-31 

92 

67 

cyclin - common tobacco >gi_599933_emb_CAA86032_ {Z37978) 
Cyclin [Nicotiana tabacum] 

236200 

uC-gsflnu33B023f04bl 
' BLASTX 
g2462925 
138 

l.Oe-08 

33 

82 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 

236201 

uCrgsflnu33B023fl2bl 

BLASTX 

gl532167 

147 

2.0e-09 

48 

52 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 236202 

Seq. ID uC-gsflnu33B023g01bl 

Method BLASTX 

NCBI GI g4154352 

BLAST score 174 

E value l.Oe-12 

Match length 91 



34231 



% identity - 42 

NCBI Description (AF110333) PrMCB [Pinus radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236203 

uC-gsflnu33B023h04bl 

BLASTX 

g2618689 

672 

7.0e-71 

149 

88 

(AC002510) unknown protein [Arabidopsis thaliana] 
236204 

uC-gsflnu33B023hllbl 

BLASTX 

g4309759 

327 

8.0e-31 

86 

78 

(AC006217) unknown protein with Src homology 3 (SH3) domain 
profile (PDOC50002) [Arabidopsis thaliana] 

236205 

uC-gsflnu33B024d09bl 

BLASTX 

g3776573 

259 

5.0e-23 

63 

71 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb_AC003970. 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 

236206 

uC-gsflnu33B024g09bl 

BLASTX 

g2832632 

146 

2.0e-09 

52 

54 

(AL021711) hypothetical protein [Arabidopsis thaliana] 

236207 ^" ' . 

uC-gsflnu33B025b07bl 

BLASTX 

g4415924 

218 

3.0e-18 

53 

68 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



34232 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value " 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236208 

uC-gsflnu33B025bllbl 

BLASTX 

g3169719 

355 

3.0e-34 

77 

88 

{AF007109) similar to yeast dcpl [Arabidopsis thaliana] 
236209 

uC-gsflnu33B025g07bl 

BLASTX 

g401189 

281 

l,0e-25 

59 

88 

WATER-STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 
(TURGOR-RESPONSIVE PROTEIN 7A) >gi_4 85511_pir S33617 

trg-31 protein - garden pea >gi_20426 emb CAA79159 
{Z18288) trg-31 [Pisum sativum] ~ ~ 

236210 

uC-gsflnu33B025gllbl 

BLASTX 

g633110 

157 

5.0e-ll 

34 

100 

(D31843) plasma membrane H+-ATPase [Oryza sativa] 
236211 

uC-gsflnu33B026a02bl 

BLASTX 

g4406819 

193 

l.Oe-14 

81 

51 

(AC006201) unknown protein [Arabidopsis thaliana] 
236212 

uC-gsflnu33B026bl0bl 

BLASTX 

g3005576 

642 

2.0e-67 

134 

53 

(AF047718) putative high affinity nitrate transporter; 
GmNRT2 [Glycine max] 

236213 

uC-gsflnu33B026d04bl 



34233 



Method BLASTX 

NCBI GI g2739374 

BLAST score 288 " 

E value 9.0e-26 

Match length 139' 

% identity 17 

NCBI Description {AC002505) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 236214 

Seq. ID uC-gsflnu33B026e01bl 

Method BLASTX 

NCBI GI g3080415 

BLAST score 648 

E value 5.0e-68 

Match length 158 

% identity 72 

NCBI Description (AL022604) cysteine proteinase 
thaliana] 

Seq. No. 236215 

Seq. ID uC-gsflnu33B026e08bl 

Method BLASTX 

NCBI GI gl50243p 

BLAST score 505 

E value ,3.0e-63 

Match length ^1A5 

% identity 82 

NCBI Description (U62331) phosphate transporter [Arabidopsis thaliana] 

>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_38 69206_dbj_BAi^34398_ (AB016166).. Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 {AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

Seq. No. 236216 

Seq. ID uC-gsflnu33B026el0bl 

Method BLASTX 

NCBI GI g3702327 

BLAST score 272 

E value 5.0e-24 

Match length 104 

% identity 52 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 

Seq. No. 236217 

Seq. ID uC-gsflnu33B026f04bl 

Method BLASTX 

NCBI GI g3193284 

BLAST score 277 

E value l.Oe-24 

Match length 141 

% identity 4 4 

NCBI Description {AF069298) No definition line found [Arabidopsis thaliana] 

Seq. No. 236218 

Seq. ID uC-gsflnu33B026h07bl 

Method BLASTX 

NCBI GI g2894596 



- like protein [Arabidopsis 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■• ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



502 

6.0e-51 
130 

75 . . 

(AL021889) putative protein [Arabidopsis thaliana] 
236219 

uC-gsflnu33B026hl0bl 

BLASTX 

g4101564 

244 

l.Oe-20 

122 

46 

(AF004556) IFA-binding protein [Arabidopsis thaliana] 
236220 

uC-gsflnu33B027a01bl 

BLASTX 

g2245096 

216 

l.Oe-17 

78 

62 

(Z97343) inositol 2-dehydrogeriase homolog [Arabidopsis 
thaliana] 

236221 . 

uC-gsflnu33B027a02bl 

BLASTX 

g4539301 

219 

8.0e-18 

114 

38 

(AL04 9480) putative mitochondrial protein [Arabidopsis 
thaliana] , 

236222 

.uC-gsflnU33B027a09bl 
BLASTX 
g3367534 
526 

9.0e-54 

139 

76 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 236223 

Seq. ID uC-gsflnu33B027bl2bl 

Method BLASTX 

NCBI GI gl621467 

BLAST score 633 

E value 3.0e-66 

Match length 161 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(U73106) laccase [Liriodendron tulipifera] 
236224 

uC-gsflnu33B027c06bl 

BLASTX 

g4163997 

423 

8.0e-42 

103 

75 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



236225 

uC-gsflnu33B027c09bl 

BLASTX 

g2851508 

219 

4.0e-20 

55 

82 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826). . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein, 
L21 [Arabidopsis thaliana] 

236226 

uC-gsflnu33B027eGlbl 

BLASTX 

g3522952 

304 

6.0e-28 

90 

61 

(AC004411) 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



^ Seq, No. 
'Seqi ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



236227 

uC-gsflnu33B027f06bl 

BLASTX 

g3875112 

217 

9.0e-18 

82 

54 

(Z68882) Similarity to Bovine inorganic pyrophosphatase 
(SW:IPYR_BOVIN) ; cDNA EST EMBL:D66533 comes from this gene; 
cDNA EST EMBL:D70345 comes from this gene; cDNA EST 
yk338a8.3 comes from this gene; cDNA EST yk338a8.5 comes fr 

236228 

uC-gsflnu-33B027f09bl 

BLASTX 

gl076662 

495 
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E value 2.0e-50 
Match length 102 
% identity .93 

NCBI Description H+-transporting ATPase (.EC 3.6.1.35) (clone PHAl) - potato 
>gi_435003_emb_CAA54046__ (X76536) HT+) -transporting ATPase 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



236229 

uC-gsflnu33B027g02bl 

BLASTX"^ ' 

gll71978 

278 

3.0e-25 

80 

18 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA175 61_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

236230 

uC-gsflnu33B027h04bl 

BLASTX 

g3850818 

390 

7.0e-38 

90 

77 

(Y18349) U2 
sativa] 



snRNP auxiliary factor, small subunit [Oryza 



236231 

uC-gsflnu33B028a04bl 

BLASTX 

g2781362 

200 

7.0e-16 

89 

23 

(AC003113) F2401. 18 " [Arabidopsis thaliana] 
236232 

uC-gsflnu33B028b04bl 

BLASTX 

g3142292 

543 

l.Oe-55 

125 

79 

(AC002411) Contains similarity to tetratricopeptide repeat 
protein gb_U4 6571 from home sapiens. EST gb_Z47802 and 
gb_Z48402 come from this gene. [Arabidopsis thaliana] 

236233 

uC-gsflnu33B028b08bl 

BLASTX 

gl076510 



34237 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



269 

'l.Oe-23 
63 
79 

peptidylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 
>gi_829119_emb_CAA52414_ (X74403) cyclophilin [Phaseolus 
vulgaris] 

236234 

uC-gsflnu33B028ellbl 

BLASTX 

g3879472 

205 

4.0e-16 

89 

46 

(Z69885) Similarity to Yeast protein kinase YAKl 
{SW:YAK1_YEAST) ; cDNA EST EMBL:D27831 comes from this gene 
cDNA EST EMBL:M75800 comes from this gene; cDNA EST 
EMBL:D27832 comes from this gene; cDNA EST EMBL:D694 93 
comes from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



236235 

uC-gsflnu33B028f03bl 

BLASTX 

g2894440 

210 

7.0e-17 

106 

45 

(Y14366) lipase 1 [Drosophila melanogaster] 
236236 

uC-gsflnu33B029b09bl 

BLASTX 

g3927825 

263 

7.0e-23 

55 

89 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

236237 

uC-gsflnu33B029e02bl 

BLASTX 

g2827552 

218 

l.Oe-17 

123 

40 

(AL021635) predicted protein [Arabidopsis thaliana] 
236238 

uC-gsflnu33B029f02bl 

BLASTX 

g4239879 



34238 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



332 

4.0e-31 

124 

51 

{AB016780) Glutamine: fructose-6-phosphate amidotransf erase 
2 [Mus musculus] 

236239 

uC-gsflnu33B029g01bl 

BLASTX 

g3023419 

304 

7.0e-28 

61 

93 

CAFFEOYL-COA 0-METHYLTRANSFERASE ( TRANS -CAFFEOYL-COA 
3-0-METHYLTRANSFERASE) (CCOAMT) (CCOAOMT) 
>gi_1934859_emb_CAA72911_ {Y12228) caffeoyl-CoA 
0-methyltransf erase [Eucalyptus gunnii] 

236240 

uC-gsflnu33B029h07bl 

BLASTX 

g3033392 

225 

4,0e-19 

62 

66 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

236241 

uC-gsflnu33B031a01bl 

BLASTX 

g3269291 

568 

2.0e-58 

-151 

75 

{AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 

236242 

uC-gsflnu33B031a02bl 

BLASTX 

g3204129 

473 

2.0e-47 

134 

72 

(AJ006768) histone H2A [Cicer arietinum] 
236243 

uC-gsflnu33B031b02bl 

BLASTX 

g3861214 

-216 



34239 



E "value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
■ E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



2.0e-17 
118 

41 • 

(AJ235272) unknown [Rickettsia prowazekii] 
236244 

uC-gsflnu33B031b04bl 

BLASTX 

g3413707 

645 

l.Oe-67 

142 

48 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
236245 

uC-gsflnu33B031b05bl 

BLASTX 

g2959781 

261 

9.0e-23 
73 

74 ^. 

{AJ223508) Zwille protein [Arabidopsis thaliana] 
236246_ 

uC-gsfinu33B031f09bl 

BLASTX 

g2244806 

384 

3.0e-37 

117 

66 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
236247 

uC-gsflnu33B031g03bl 

BLASTX 

g3287695 

211 

l.Oe-16 

93 

48 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity • 

NCBI Description 



236248 

uC-gsflnu33B031glObl 

BLASTX 

g3176709 

187 

6.0e-14 

74 

46 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 



34240 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



236249 

uC-gsf lnu33B035a08bl . 

BLASTX 

g2829918 

312 

l.Oe-28 

123 

54 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 

236250 

uC-gsflnu33B035al2bl 

BLASTX 

g2281449 

224 

2.0e-18 

86 

55 

(U90214) leucine zipper transcription factor TGA2 . 1 
[Nicotiana tabacum] 

236251 

uC-gsflnu33B035b05bl 

BLASTX 

g2583108 

243 

4.0e-21 

70 

70 

(AC002387) putative surface protein [Arabidopsis thaliana] 
236252 

uC-gsflnu33B035c07bl 

BLASTX 

g3738316 

363 

l.Oe-34 

106 

67 

(AC005170) unknown protein [Arabidopsis thaliana] 
236253 

uC-gsflnu33B035d07bl 

BLASTX 

g2270994 

134 

3.0e-10 

99 

42 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
236254 

uC-gsflnu33B035dl2bl 
BLASTX 



34241 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3598861 
162 

4.0e-ll 

67 

45 

(AF072449) 
trifida] 



short-chain alcohol dehydrogenase [Ipomoea 



Seq. No. 
Seq. ID 
Method 



236255 

uC-gsflnu33B035fl0bl 

BLASTX 

gl468969 

347 

8.0e-33 

109 

59 

(D30666) brain acyl-CoA synthtase II [Rattus norvegicus] 
236256 

uC-gsflnu33B036a03bl 

BLASTX 

g3046694 

325 

4 .Oe-30 

99 

57 

(AL02'^2224r) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 

236257 

uC-gsflnu33B036b03bl 

BLASTX 

g417499 

500 

l.Oe-50 

159 

61 

AUTOANTIGEN PM-SCL >gi_284357_pir A43920 nucleolar lOOK 

polymyositis-scleroderma protein 2 - human >gi_179283 
(L01457) PM-Scl autoantigen [Homo sapiens] 
>gi_4505917_ref_NP_002676. l_pPMSCL2_ autoantigen PM-SCL 

236258 

uC-gsflnu33B036bl2bl 

BLASTX 

gl408471 

612 

9.0e-64 

139 

81 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 {AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

236259 

uC-gsflnu33B036d01bl 
BLASTX 
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NCBI GI 


gl663724 


BLAST score 


548 


E value 


3.0e-56 


Match lencfth 


150 ' / 


% identity 


72 


NPRT Dficinr i nt 1 on 


^Uwiuo'io; *4 ^^uuiiiaici Lc . L-utrii^yiue f\ xigase [iNxcouiana uaoacumj 


Seq. No. 


236260 


Seq. ID 


uC-asf lnu33B036a08bl 


Method 


BLASTX 


NCBI GI 


g2213591 


BLAST score 


229 


E value 


5.0e-19 


Match length 


59 


% identity 


81 


NCBI Description 




Seq. No. 


236261 


Seq. ID 


uC-asf lnu33B036h04bl 


Method 


BLASTX 


NCBI GI 


g2398531 


BLAST score 


242 


E value 


2.0e-20 


Matphv 1 pnrrth 


100 


% identity 


58 


NCBI Descriot ion 


\x±^f^\jj X J. diiot^ i'xp L. I j-dL-nji: L/iiaDxaopsxs Tinaxxanaj., 


Seq. No. 


236262 


Seq. ID 


uC-asf lnu33B037a05bl 


Method 


BLASTX 


NCBI GI 


gl871177 


BLAST score 


388 


E value 


l.Oe-37 


Match Ipncith 


99 


% identity 


78 




^uju'ij:?; uiiA-iiuwii pxouexn L^raoxaopsxs unaxxanaj 


Seq. No. 


236263 


Seq. ID 


uC-asf lnu33B037b07bl 


Method 


BLASTX 


NCBI GI 


g584711 


BLAST score 


288 


E value 


l.Oe-25 


Match length 


75 


% identity 


76 


NCBI Description 


1-AMINOCYCLOPROPANE-l -CARRDX YT.ATF DYTnA^^r /ArT nYTnAc:P\ 




f ETHYLENE- FORMING EN7.YMF1 fRFF^ >rr-i fi9Q7n7 ni -r Q49R^;i 




X ciiiixiiwv_y ^_xu^x u^aiit: ± v_ax jjuxyxa ue oxxoase gar.Qen peuunxa 




i^oi 347417 ^L21978^ 1— ami riDCVC 1 OT^Tor^^i n a — 1 — r^;^ "rKrN v\7l zi-i- a 
^ y _ ^'^-fc-' X cijiixi iwv— v_x kj^x ^^diic X ^.^dxJL/vJAyXdUfci 




'^^xwaoc [_£^c?uuiixd iiyjw'xxudj 


Seq. No. 


236264 


Seq. ID 


uC-gsflnu33B037cllbl 


Method 


BLASTX - . - - 


NCBI GI 


g2252836 


BLAST score 


205 


E value 


l.Oe-16 



34243 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 
E value 
Match length 



58 
62 

(AF013293) contains weak similarity to S. cerevisiae BOBl 
protein (PIR:S45444) [Arabidopsis thaliana] 

236265 

uC-gsflnu33B037d06bl 

BLASTX 

g2342725 

309 

3.0e-28 

141 

48 

(AC002341) hypothetical protein [Arabidopsis thaliana] 
236266 

uC-gsflnu33B037ellbl 

BLASTX 

g4262228 

368 

2.0e-35 

111 

74 

(AC006200) putative receptor protein kinase [Arabidopsis 
thaliana] 

236267 

uC-gsflnu33B037f01bl 

BLASTX - 

g3024516 

317 

8.0e-45 

118 

86 

RAS-RELATED PROTEIN RABllC >gi_2160157 (AC000132) Strong 
similarity to A. thaliana ara-2 (gb_ATHARA2) . ESTs 
gb_ATTS2483,gb_ATTS2484,gb_AA042159 come from this gene. 
[Arabidopsis thaliana] >gi_2231303 (U74669) ras-related 
small GTPase [Arabidopsis thaliana] 

236268 

uC-gsflnu33B037h09bl 

BLASTX 

g2281090 

307 

l.Oe-28 

75 

84 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
236269 

uC-gsflnu33B04 6a09bl 

BLASTX 

g4455323 

143 

4.0e-09 
63 



34244 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBr^ Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 

2362^70 

uC-gsflnu33B04 6al2bl 

BLASTX 

g2281633 

317 

2.0e-29 

107 

60 

{AF003097) AP2 domain- containing protein RAP2.4 
[Arabidopsis thaliana] 

236271 

uC-gsf lnu33B04 6b02bl 

BLASTX 

gl619321 

282 

4 .Oe-25 

97 

55 

{Y07563) hinl [Nicotiana tabacum] 

. 236272 
uC-gsflnu33B04 6b03bl 
BLASTX 
gl711381 
269 

7.0e-24 

97 

57 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1256204_dbj_BAA12206_ {D84061) phosphoserine 
aminotransferase [Spinacia oleracea] 

236273 

uC-gsf lnu33B04 6c02bl 

BLASTX 

g2407800 

339 

7.0e-32 

97 

73 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
236274 

uC-gsflnu33B04 6f06bl 

BLASTX 

g3021485 

349 

3.0e-33 
77 

(AJ224 932) histone H2B-3 [Lycopersicon esculentum] 



34245 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236275 

uC-gsf lnu33B04 6f 08bl 

BLASTX 

g4039153 

159 

4.0e-ll 

51 

57 

(AF104221) low temperature and salt responsive protein 
LTI6A [Arabidopsis thaliana] >gi_4325217_gb_AAD17302 
{AF122005) hydrophobic protein [Arabidopsis thalianaj 

236276 

uC-gsflnu33B04 6f09bl 

BLASTX 

g2708749 

271 

5.0e-24 

106 

50 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 



rhodanese-like 



236277 

uC-gsflnu33B04 6gl0bl 

BLASTX 

g435039 

154 

3.0e-10 

31 

94 

(L17308) proline-rich cell wall protein [Gossypium 
hirsutum] 

236278 

uC-gsf lnu33B04 9a01bl 

BLASTX 

g2967452 

496 

4.0e-50 

154 

65 

(AB010882) hSNF2H [Homo sapiens] 

>gi_4507075_ref_NP_003592.1_pSMARCA5_ SWI/SNF related, 
matrix associated, actin dependent regulator of chromatin, 
subfamily a, member 

236279 

uC-gsflnu33B04 9c06bl 

BLASTX 

gl706918 

228 

2.0e-19 

71 

56 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_4 98647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 



34246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236280 

uC-gsflnu33B04 9d04bl • 

BLASTX 

g464981 

393 

4.0e-38 

74 

99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

236281 

uC-gsf lnu33B04 9e06bl 

BLASTX 

g416641 

229 

2.0e-19 

48 

85 

IND0LE-3-ACETIC ACID INDUCED PROTEIN ARG4 
>gi_287568_dbj_BAA03309_ (D14413) ORE [Vigna radiata] 

236282 

uC-gsflnu33B049e08bl 

BLASTX 

g4100433 

240 

2.0e-20 

72 

56 

(AF000378) beta-glucosidase [Glycine max] 
236283 

uC-gsflnu33B049f01bl 

BLASTX , 

gl707015 

345 

9.0e-33 
101 

65 

{U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] - 

236284 

uC-gsflnu33B04 9f09bl 

BLASTX 

g3789940 

216 

5.0e-18 

47 

23 

(AF093504) tetra-ubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 



236285 



34247 



Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



uC-gsflnu33B04 9fl2bl 

BLASTX 

g3608263 

359 

3.0e-34 

108 

65 

(AB017565) Dof zinc finger protein [Arabidopsis thaliana] 
236286 

uC-gsflnu33B04 9h08bl 

BLASTX 

g373B298 

148 

l.Oe-09 

103 

41 

{AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 

236287 

uC-gsflnu33B050a08bl 

BLASTX 

g2829899 

324 

5.0e-30 

133 

47 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

236288 

uC-gsflnu33B050b05bl 

BLASTX 

g2980784 

500 

9,0e-51 

132 

9 

{AL022198) puative protein [Arabidopsis thaliana] 
236289 

uC-gsflnu33B050c01bl 

BLASTX 

g2288981 

300 

3.0e-27 

89 

39 

{AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 {AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 

236290 

uC-gsflnu33B050dllbl 



34248 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3341694- 

372 

6.0e-52 

135 

76 

(AC003672) PREG-like protein [Arabidopsis thaliana] 
236291 

uC-gsflnu33B050e09bl 

BLASTX 

g3158474 

644 

l.Oe-67 
136 
91 

{AF067184) aquaporin 



1 [Samanea saman] 



236292 

uC-gsflnu33B050el2bl 

BLASTX 

g3033392 

178 

5.0e-13 

122 

40 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

236293 

uC-gsflnu33B050g06bl 

BLASTX 

g4104058 

176 

3.0e-13 

70 

44 

(AF031195) blue copper-binding protein homolog [Triticum 
aestivum] 

236294 

uC-gsflnu33B050g08bl 

BLASTX 

g4467157 

248 

4.0e-21 

100 

49 

(AL035540) disease resistance response like protein 
[Arabidopsis thaliana] 

236295 

uC-gsflnu33B050g09bl 

BLASTX 

g3292823 

319 

2.0e-29 



34249 



Match length 137 
% identity 44 

NCBI Description {AL031018) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length • 

% identity 

NCBI Description 



236296 

uC-gsflnu33B051a02bl 

BLASTX 

g2104536 

458 

9.0e-46 

99 

77 

{AF001308) 
thaliana] 



predicted glycosyl transferase [Arabidopsis 



236297 

uC-gsflnu33B051a08bl 

BLASTX 

g3913724 

329 

5.0e-31 

74 

88 

GUANINE NUCLEOTIDE-BINDING PROTEIN ALPHA-2 SUBUNIT 
tGP-ALPHA-2) >gi_1834453_emb_CAA64834_ (X95582) G prote 
[Glycine max] 

236298 

uC-gsflnu33B051b04bl 

BLASTX 

g553111 

143 

l.Oe-08 

91 

11 

(J03625) hydroproline-rich protein [Glycine max] 
236299 

uC-gsflnu33B051c02bl 

BLASTX 

g3935171 

252 

l.Oe-21 

55 

84 

(AC004557) F17L21.14 [Arabidopsis thaliana] 
236300 

uC-gsflnu33B051e02bl 

BLASTX 

g3413697 

200 . 

2.0e-15 

150 ^ - 

39 ^ 

(AC004747) SF16-like protein, 5' partial [Arabidopsis 
thaliana] 



34250 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236301 ' , , 

uC-gsflnu33B051f03bl 

BLASTX 

g3914430 

205 

2.0e-16 

64 

61 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

236302 

uC-gsflnu33B051g02bl 

BLASTX 

g548441 

250 

5.0e-22 

45 

98 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A CATALYTIC SUBUNIT 

>gi_4 8 6805_pir S35502 phosphoprotein phosphatase (EC 

3.1.3.16) 2A - alfalfa >gi_287811_emb_CAA4 984 9_ (X70399) 
phosphoprotein phosphatase type 2A [Medicago*^' sativa] 



Seq. No. 


236303 


Seq. ID 


uC-gsflnu33B051g07bl 


Method 


BLASTX 


NCBI GI 


g538067 


BLAST score 


164 


E value 


l.Oe-11 


Match length 


90 


% identity 


44 


NCBI Description 


(M77 661) putative pol polyprotein [Magnaporthe grisea] 


Seq. No. 


236304 


Seq. ID 


uC-gsflnu33B051hl2bl 


Method 


BLASTX 


NCBI GI 


gl076402 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


112 


% identity 


38 


NCBI Description 


S-like ribonuclease RNS2 - Arabidopsis thaliana 


Seq. No. 


236305 


Seq. ID 


uC-gsflnu33B055a06bl 


Method 


BLASTX 


NCBI GI 


g2104536 


BLAST score 


263 


E value 


4.0e-23 


Match length 


65 


% identity 


69 


NCBI Description 


(AF001308) predicted glycosyl transferase [Arabidopsis 




thaliana] 



34251 



Seq. No. 


236306 


Seq. ID 


uC-gsflnu33B055al2bl 


Method 


BLASTX 


NCBI GI 


g2623304 


BLAST score 


229 


E value 


6. Oe-19 


Match lenci1"h 


131 


% identitv 


39 


NCBI Descrintion 


vrt^s^uu^fiu:?; sxmixar zo Meaicago noaulin N21 [Arabidopsis 




i"hpl 1 ;^n;^1 


Seq. No. 


236307 


Seq. ID 


uC-gsflnu33B055c02bl 


Method 


BLASTX 


NCBI GI 


g4206209 


BLAST score 


531 


E value 


3 0©-S4 


Match length 


155 


% identity 


67 


NCBI Description 


\t\£ yj 1 f ) puLduive g±ucan syntnase component LArauidopsis 




uxidj-xanaj -^gi_fiz ooufi ^ go AAUlooil (ALUUbi4z) putative 




yxucdii £>yni:nase componenc L^^^oiciopsis tnalianaj 


Seq. No. 


236308 


Seq. ID 


uC-gsflnu33B055cl0bl 


Method 


BLASTX 


NCBI GI 




BLAST score 


396 


E Vri 1 IIP 




Match length 


106 


% 1 dpnt* "i 1" v 

o vUi^ 1 1 J- w y 


7 1 


NCBI Dp ri nl" 1 nn 

LvV_f.LalJ. ^ O ^ J. ^ L. ^ vyi 1 


\/\L,uufi d:^ / J putarive wnxte protein [Arabidopsis thaliana] 


Seq. No. 


236309 


Seq. ID 


uC-gsflnu33B055e08bl 


Method 


BLASTX ' 


NCBI GI 


rrl S4?Q4 1 


BLAST score 


244 


E Vr3 1 HP 


1 op-?n 


Match Ipnafh 


59 


% i dpn1~ 1 1~ v 


o u 


NCBI De<5rrinfinn 


va/oiid; /icecoaceryi-coenzyme A tniolase [Raphanus sativus] 


Seq. No. 


236310 

b I**/ V-/ *w/ ^ V/ 


Seq. ID 


uC-gsflnu33B055g04bl 


Method 


BLASTX 


NCBI GI 


gll3217 


BLAST score 


183 


E value 


6 . Oe-14 


Match length 


37 


% identity 


95 ■ 


NCBI Description 


ACTIN 1 >gi_10014 9_pir S07002 actin 1 - carrot 


Seq. No. 


236311 


Seq. ID 


uC-gsflnu33B055g06bl 


Method 


BLASTX 



34252 



NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3249099 
381 

8.0e-37 . 

Ill 

67 

(AC003114) EST gb_T2T244 comes from this gene, 
thaliana] >gi_4220616_dbj_BAA74591_ (AB021936) 
nicotianamine synthase [Arabidopsis thaliana] 

236312 

uC-gsflnu33B055g08bl 

BLASTX 

g2388943 

194 

4.0e-15 

55 

64 

(Z98978) 
len:392a 
hypothetica 1 
opt:1664, E() 
sim 



[Arabidopsis 



SPAC27E2.03C, 
a, similar eg 
44 
0, 



putative gtp-binding protein, 
to YBR025C, YBN5_YEAST, P38219, 
2 kd protein, (394aa), fasta scores, 
(63.7% identity in 391 aa overlap), also 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 
Seq. ID 



236313 

uC-gsflnu33B056al2bl 

BLASTX 

g2244818 

215 

9.0e-18 

63 

68 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
236314 

uC-gsflnu33B056b01bl 

BLASTX 

g2145356 

206 

2.0e-16 

53 

74 

{Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

236315 

uC-gsflnu33B056bllbl 

BLASTX 

g4049502 

189 

4 .Oe-14 

136 

35 

(AL034563) transcription initiation factor iif, beta 
subunit [Schizosaccharomyces "pombe] 

236316 

uC-gsflnu33B056e09bl 



34253 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g4263646 
179 

5.be-13 
128 
34 

(AC006136) 

[Arabidopsis thaliana 



putative TAl-like reverse transcriptase 



236317 

uC-gsflnu33B056ellbl 

BLASTX 

gll6527 

235 

6.0e-20 

49 

96 

PROBABLE CLPP-LIKE PROTEASE { ENDOPEPTIDASE CLP) {ORE 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ {Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 

236318 

uC-gsflnu33B056h01bl 

BLASTX 

g3915961 

505 

2.0e-51 

112 

88 

HYPOTHETICAL 267 KD PROTEIN (ORE 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

236319 

uC-gs'flnu33B057a02bl 

BLASTX 

g4335754 

413 ' ' ■ 

2.0e-40 

135 

60 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] . 

236320 

uC-gsflnu33B057c02bl 

BLASTX 

g3810596 

214 

2.0e-26 

126 

49 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 



34254 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236321- 

uC-gsflnu33B057dO4bl 

BLASTX 

gl27041 

189 

2.0e-14 

34 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5-1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-aderiosylmethionine synthetase [Arabidopsis thaliana] 

236322 

uC-gsflnu33B057dl0bl 

BLASTX 

g3122765 

246 

6.0e-21 

73 

63 

DNA-DIRECTED RNA POLYMERASE III LARGEST SUBUNIT (RPC155) 
>gi_24 60208 (AF021351) RNA polymerase III largest subunit 
[Homo sapiens] 

236323 

uC-gsflnu33B057e03bl 

BLASTX 

g4406777 

300 

3.0e-27 

104 

63 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236324 

uC-gsflnu33B057f04bl • 

BLASTX 

g629693 

337 

l.Oe-31 

113 

57 

probable integrase - common tobacco (fragment) 
>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI 'GI 
BLAST score 
E value 
Match length 



236325 

uC-gsflnu33B057fl2bl 

BLASTX' 

g2914701 

306 

7.0e-28 
119 



34255 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC003974) putative cytochrome b5 [Arabidopsis thaliana] 
236326 

uC-gsflnu33B057h05bl 

BLASTX 

g3881189 

210 

l.Oe-16 

71 

54 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 

236327 

uC-gsflnu33B057hllbl 

BLASTX 

g2190542 

416 

7.0e-41 
139 

61 , 

(AC001229) F5I14.5 gene product [Arabidopsis ^thaliana] 

236328 

uC-gsflnu33B058a04bl 

BLASTX 

g2462741 

179 

l.Oe-13 

38 

87 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

236329 

uC-gsflnu33B058a09bl 

BLASTX 

g3800878 

357 

3.0e-34 

90 

80 

(AF096281) threonine dehydratase/deaminase [Arabidopsis 
thaliana] 

236330 

uC-gsflnu33B058d01bl 

BLASTX 

g3892059 

190 

3.0e-14 

67 

63 

(AC002330) predicted protein of unknown function 



34256 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236331 

uC-gsflnu33B058d06bl 

BLASTX 

gl23551 

246 

4.0e-21 

81 

69 

18.2 KD CLASS I HEAT SHOCK PROTEIN (HSP 18.2) 

>gi_81640_pir JQ0352 heat shock protein 18 - Arabidopsis 

thaliana >gi_1634 4_einb_CAA35183_ {X17295) heat shock 
protein (AA 1 - 161) [Arabidopsis thaliana] 

236332 

uC-gsflnu33B058dl0bl 

BLASTX 

g4104931 . 

459 

6.0e-46 

114 i 
78 

(AF042196) auxin response factor 8 [Arabidopsis thaliana] 
236333 

uC-gsflnu33B058e02bl 

BLASTX 

g3608150 

278 

5.0e-25 

89 

63 

(AC005314) putative peroxidase [Arabidopsis thaliana] 
236334 

uC-gsflnu33B058e03bl 

BLASTX 

g986969 

424 

9.0e-42 

113 

73 

(L28005) TGACG-motif-binding protein [Glycine max] 
236335 

uC-gsflna33B058fl2bl 

BLASTX 

g3327868 

158 

2.0e-10 
68 

57 ' 

(AB012912) COPl-Interacting Protein 7 {CIP7) [Arabidopsis 
thaliana] 



Seq. No. 



236336 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-gsflhu33B058g07bl 

BLASTX 

gl705826 

250 

2.0e-21 - 

54 

89 

CHALCONE SYNTHASE 1 
>gi_437708 {M91193) 



(NARINGENIN-CHALCONE SYNTHASE 1) 

^ _ , , chalcone synthase [Trifolium 

subterraneum] >gi_741008_prf 2006270A chalcone synthase 

[Trifolium subterraneum] 



236337 

uC-gsflnu33B058gl2bl 

BLASTX 

g3879775 

185 

l.Oe-13 

115 

38 

(Z68752) Similarity to Serpentwood strictosidine synthase 
precursor (SW: STSY_EIAUSE) ; cDNA EST yk364d8 . 3' comes from 
this gene; cDNA EST yk364d8.5 comes from this gene 
[Caenorhabditis elegans] 

236338 

uC-gsflnu33B058h02bl 

BLASTX 

g2160692 

339 

2.0e-32 

74 

84 

(U73527) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 

236339 

uC-gsflnu33B059a02bl 

BLASTX 

g266410 

210 

l.Oe-16 

69 

90 

CDC2+/CDC28-RELATED PROTEIN KINASE R2 >gi_82507_pir S13934 

protein kinase (EC 2.7.1.37) chain cdc2/cdc28 homolog - 
rice >gi_20194_emb_CAA41172_ (X58194) cdc2+/CDC28-related 
protein kinase . [Oryza sativa] 

236340 

uC-gsflnu33B059bl2bl 

BLASTX 

g3450842 

187 

3.0e-14 

91 

43 



34258 



NCBI Description (AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST Score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236341 

uC-gsflnu33B059c01bl 

BLASTX 

g2842493 

346 

l.Oe-32 

105 

64 

(AL02174 9) predicted protein [Arabidopsis thaliana] 
236342 

uC-gsflnu33B059dlObl 

BLASTX 

g3242077 

504 

4 .Oe-51 

140 

69 

(AJ003119) protein phosphatase 2C [Arabidopsis thaliana] 
236343 

uC-gsflnu33B059ellbl 

BLASTX 

g2558962 

422 

2.0e-41 

86 

100 

{AF025667) histone H2B1 [Gossypium hirsutum] 
236344 

uC-gsflnu33B059f03bl 

BLASTX 

g3249070 

475 

l.Oe-47. 

144 

73 

(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb_T43314, 
gb_T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 

236345 

uC-gsflnu33B059f07bl 

BLASTX 

gl076746 

457 

l.Oe-45 

112 

81 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47 948_ {X67711) heat shock protein 70 
[Oryza sativa] 



34259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



236346 

uC-gsflnu33B059f09bl 

BLASTX 

g.l345642 

250 

l.Oe-21 

64 

78 

FLAVONOID 3 ',5 '-HYDROXYLASE 1 (F3'5'H) (CYTOCHROME P450 

75A1) (CYPLXXVAl) >gi_629710_pir S38985 flavonoid 

3' , 5 '-hydroxylase Hfl - garden petunia 
>gi_311656_emb_CAA80266_ (Z22545) flavonoid 
3 ',5 '-hydroxylase [Petunia x hybrida] 
>gi_1853972_dbj_BAA03438_ (D14588) 

flavonoid-3', 5 '-hydroxylase [Petunia x hybrida] >gi_3426337 
(AF081575) flavonoid 3 ', 5 ' -hydroxylase [Petunia x hybrida] 

>gi_738772_prf 2001426B flavonoid 3 ', 5 ' -hydroxylase 

[Petunia x hybrida] 

236347 

uC-gsflnu33B059fl0bl 

BLASTX 

gl27041 

283 

3.0e-25 

53 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE^l) (ADOMET SYNTHETASE 1) - 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 {M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

236348 

uC-gsflnu33B059g03bl 

BLASTX 

g872116 

341 

3.0e-32 

74 

46 

(X79770) sti (stress inducible protein) [Glycine max] 
236349 

uC-gsflnu33B059g04bl 

BLASTX 

g3668089 

47 4 

l.Oe-47 

134 

67 

(AC004 667) unknown protein [Arabidopsis thaliana] 
236350 

uC-gsflnu33B060a08bl 

BLASTX 

g4063748 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



277 

l.Oe-24 

77 

62 

(AC005851) unknown protein [Arabidopsis thaliana] * 
236351 

uC-gsflnu33B060b02bl 

BLASTX 

g541951 

318 

2.0e-29 

66 

49 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 

236352 

uC-gsflnu33B060bl2bl 

BLASTX 

gl076662 

506 

2.0e-51 
125 

83 - . ; 

H+-transporting ATPase (EC 3.6.1.35)^ (clone PHAl) - potato 
>gi_435003_emb_CAA5404 6_ (X76536) H (+) -transporting ATPase 
[Solanum tuberosum] 

236353 

uC-gsflnu33B060d04bl 

BLASTX 

g2392769 

197 

2.0e-15 

83 

52 

(AC002534) 
thaliana] 



putative histone deacetylase [Arabidopsis 



236354 

uC-gsflnu33B060f06bl 

BLASTX 

g2245038 

155 

3.0e-10 
98 

-39 

(Z97342) hypothetical protein [Arabidopsis thaliana; 
236355 

uC-gsflnu33B060fl0bl 

BLASTX 

g4455217 

459 

5.0e-46 
122 
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% identity 75 

NCBI Description {AL035440) Avr9 elicitor response like 'protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
236356 

uC-gsflnu33B060f 12bl 

BLASTX 

gl67367 

227 

7.0e-19 

44 

100 

(L08199) peroxidase [Gossypium hirsutum] 
236357 

uC-gsflnu33B060glObl 

BLASTX 

g4105696 

576 

l.Oe-59 

116 

93 

(AF049870) beta tubulin 1 [Arabidopsis thaliana] 
236358 

uC-gsflnu33B060h07bl 

BLASTX 

gl30972 

138 

7.0e-09 

61 

49 

PYRROLINE-5-CARBOXYLATE REDUCTASE (P5CR) (P5C REDUCTASE) 

>gi_99952_pir S10186 pyrroline-5-carboxylate reductase (EC 

1.5.1.2) - soybean >gi_18724_emb_CAA34 401_ (X16352) 
pyrroline-5-carboxylate reductase (AA 1- 274) [Glycine max] 

236359 

uC-gsflnu33B061a07bl 

BLASTX 

gl915974 

254 

3.0e-22 

58 

84 

(U62329) fructokinase [Lycopersicon esculentuiti] >gi 2102693 
(U64818) fructp^kinase [Lycopersicon esculentum] ~ 

236360 

uC-gsflnu33B061bl2bl 

BLASTX 

gl35915 

224 

l.Oe-18 

76 

58 

PATHOGENESIS-RELATED PROTEIN 5 PRECURSOR {PR-5) 



34262 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_322559_pir JQ1695 pathogenesis-related protein 5 

precursor - Arabidopsis thaliana >gi_166865 {M90510) 
thaumatin-like protein [Arabidopsis thaliana]* >gi 1448919 
(.L78079) thaumatin-like protein [Arabidopsis thaliana] 

236361 

uC-gsflnu33B061c02bl 

BLASTX 

g3482919 

115 

2.0e-ll 

84 

48 

(AC003970) Putative protein kinase [Arabidopsis thaliana] 
236362 

uC-gsflnu33B061c07bl 

BLASTX 

g2342679 

484 

9.0e-49 
138 

72 ^ • 

(AC000106) Similar to Vicia sativa ENBPl (gb_X95995) . 
[Arabidopsis thaliana]" 

236363 

uC-gsflnu33B061cllbl 

BLASTX 

g4490736 

233 

5.0e-20 

53 

81 

(AL035708) putative protein [Arabidopsis thaliana] 
236364 

uC-gsflnu33B061d07bl 

BLASTX 

g3776005 

459 

7.0e-46 

128 

75 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
236365 

uC-gsflnu33B061d09bl 

BLASTX 

gl706588 

317 

4.0e-29 
168 
.43 

PROBABLE ELONGATION FACTOR 1-GAMMA (EF-l-GAMMA) 
>gi_3876061_emb_CAA96631_ (Z72507) similar to elongation 
factor 1-gamma; cDNA EST EMBL:M75877 comes from this gene; 
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Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



cDNA EST EMBL:M88933 comes from this gene; cDNA EST 
EMBL:D34157 comes from this gene; cDNA EST EMBL:D37196 
comes from'thia. gene; cDNA EST ' 

236366 

uC-gsflnu33B061e04bl 

BLASTX 

gll70938 

431 

2.0e-42 

86 

91 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_4 81566_pir S38875 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429106_emb_CAA80866_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

236367 

uC-gsflnu33B061f04bl 

BLASTX 

g3122914 

611 

l.Oe-63 

135 * ' 

84 

VALYL-TRNA SYNTHETASE (VALINE—TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 

236368 

uC-gsflnu33B061g05bl 

BLASTX 

gl652217 

186 

8.0e-14 

67 

54 

(D90903) hypothetical protein [Synechocystis sp.] 
236369 

uC-gsflnu33B061hllbl 

BLASTX 

g2160166 

318 

3.0e-29 

143 

50 

(AC000132) No definition line found [Arabidopsis thaliana] 
236370 

uC-gsflnu33B062a06bl 

BLASTX 

g3941480 

236 

7.0e-20 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
53 

(AF062894) putative transcription factor [Arabidopsis 
thaliana] 

236371 

uC-gsflnu33B062allbl 

BLASTX 

g3941480 

361 

6.0e-35 

71 

93 

(AF062894) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236372 

uC-gsflnu33B062b02bl 

BLASTX 

g2583110 

162 

4.0e-ll 

62 

60 

(AC002387) unknown protein [Arabidopsis thaliana] 
236373 

uC-gsflnu33B062b07bl 

BLASTX 

g4539292 

337 

7.0e-32 

71 

86 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236374 

uC-gsflnu33B062bl0bl 

BLASTX - 

g544075 

304 

l.Oe-42 

111 

53 

COATOMER BETA* SUBUNIT 
(P102) >gi_48.67 68_pir 



- bovine >gi_ 
[Bos taurus] 



(BETA* -COAT PROTEIN) (BETA' -COP) 
S35312 coatomer complex chain beta' 
312732_einb_CAA51285_ (X72756) beta prime cop 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



236375 

uC-gsflnu33B062cl2bl 

BLASTX 

g8 60-7 12 

193 

6.0e-30 
86 
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% identity 

NCBI_ Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U28735) coded for by C. elegans cDNA cm06e4; coded for by 
C. elegans cDNA CEESP39F; coded for by C. elegans cDNA 
CEESR26F; coded for by C. elegans cDNA CEESX83F; coded for 
by C. elegans cDNA ykl6e9.3; coded for by C, elegans cDNA 
ykl6e9.5; c 

236376 

uC-gsflnu33B062d01bl 

BLASTX 

g3415126 

181 

l.Oe-13 
91 . 
41 

(AF081678) phenylcoumaran benzylic ether reductase [Pinus 
taeda] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value- 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity- 

NCBI :Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236377 

uC-gsflnu33B062e01bl 

BLASTX 

gl050849 

204 

4.0e-16 

110 

40 

(X83742) MAP kinase phosphatase 



[Xenopus laevis] 



236378 

uC-gsflnu33B062f02bl 

BLASTX 

g4263522 

261 

6.0e-23 

97 

25 

(ACO04044) hypothetical protein [Arabidopsis thaliana] 
236379 

uC-gsflnu33B062f04bl 

BLASTX 

g2369714 

143 

5.0e-09 

36 

81 

(Z97178) elongation factor 2 [Beta vulgaris] 
236380 

uC-gsflnu33B062h01bl 

BLASTX 

g3005576 

176 

7.0e-28 

89 

69 

(AF047718) putative high affinity nitrate transporter; 
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GmNRT2 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236381 

uC-gsflnu33B062h07bl 

BLASTX 

g4559380 

349 

3.0e-33 

99 

63 

{AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

236382 

uC-gsflnu33B063a04bl 

BLASTX 

g3152585 

224 

2.0e-18 

97 

55 

{AC002986) Contains similarity to auxin-induced protein 
TM018A10.6 from A. thaliana BAG gb__AF013294 . [Arabidops 
thaliana] ^ . 

236383 

uC-gsflnu33B063bl0bl 

BLASTX 

g3250675 

368 

9.0e-42 

124 

65 

(AL024486) putative protein [Arabidopsis thaliana] 
236384 

uC-gsflnu33B063c05bl 

BLASTX ■ ' 

gll74199 

189 

3.0e-14 

76 

55 

(U44760) S25-PR6 [Nicotiana tabacum] 
236385 

uC-gsflnu33B063e03bl 

BLASTX 

gl402912 

470 

4.0e-47 

121 

74 

(X98317) peroxidase [Arabidopsis thaliana] 
236386 

uC-gsflnu33B063fllbl 
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Method 
NCBI GI 
, BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4454025 

327 

2.0e-30 

125 

48 

(AL035394) 



putative cellulase [Arabidopsis thaliana] 



236387 

uC-gsfinu33B063fl2bl 

BLASTX 

g4522005 

180 

4.0e-13 

136 

33 

(AC007069) 
thaliana] 



putative reverse transcriptase [Arabidopsis 





Seq. No. 


236388 
^ -J \j ^ \j \j 




Seq. ID 


uC-asf lnu33B063a02bl 




Method 


BLASTX 




NCBI GI 


g4097579 




BLAST score 


257 




E value 


2.0e-22 




Match length 


72 




% identity 


68 


- 


NCBI Description 


(U64922) NTGPl fNirnl- i an;:? tPih;:^*^!!!!!! 




Seq. No. 


236389 




Seq. ID^ 


uC-asf lnu33B063al0bl 




Method 


BLASTX 




NCBI GI 


g4115377 




BLAST score 


203 




E value 


6.0e-16 




Match length 


46 




% identity 


80 




NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 




Seq, No. 


236390 




Seq. ID 


uC-gsflnu33B063h02bl 




Method 


BLASTX 




NCBI GI 


gl66410 




BLAST score 


164 




E value 


3.0e-19 




Match length 


64 




% identity 


69 




NCBI Description 


(L07291) Alfin-1 [Medi'cago sativa] 




Seq. No. 


236391 




Seq. ID 


uC-gsflnu33B063h03bl 




Method 


BLASTX 




NCBI GI 


g4263517 




BLAST score 


146 




E value 


l.Oe-12 




Match length 


63 




% identity 


54 



34268 



NCBI Description (AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 



Seq. No. 


236392 


Seq. ID 




Method 


BLASTX 


NCBI GI 


\^ \j \j -J ^ -J \j 


BLAST score 


266 


E value 


3 . Oe-29 


Match length 


72 


% identity 


89 


NCBI Description 


(Y13769) laccase [Populus balsamifera subsp. trichocarpa] 


Seq. No. 


2363<3^ 


Seq. ID 


nP — rrc:-f 1 nii 7 "^nfl /IKH QK1 


Method 




NCBI GT 




BLAST scorp 




E value 




Match length 




% identity • 


58 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No, 




Seq. ID 


y s rxnu J jou D*t cu IDX 


Method 




NCBI GI 


rr9 4 R Q/1 4 n i 


BLAST srnrp 


r± O *4 


E value 




Match lenath 


J- ^ ^ 


% identity 


64 


NCBI Description 


(AC002332) putative receptor kinase [Arabidopsis thaliana] 


Seq. No. 


236395 


Seq. ID 


y s nnu J jDu D4aiZDl 


Method 


BLASTX 


NCBI GI 


a4 '^71 9ft S 


BLAST score 


1 Q4 


E value 


6.0e-15 


Match length 


95 


% identity 


48 


NCBI Description 


(AC006260) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


236396 


Seq. ID 


uC-gsflnu33B064e01bl 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


237 


E value 


2.0e-20 


Match length 


68 


% identity 


69 


NCBI Description 


-(AC003114) Contains similarity to protein phosphatase 2C 




(ABIl) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 


Seq. No. 


236397 



34269 



Seq. ID 

Method • 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengthy 

%" identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Matph length 

% identity 

NCBI Description 



uC-gsflnu33B064e07bl 

BLASTX 

g2738982 

421 

2.0e-41 

137 

61 

(AF022157) CYP71A10 [Glycine max] 
236398 

uC-gsflnu33B064f01bl 

BLASTX 

g2911067 

446 

2.0e-44 

100 

86 

(AL021960) UV-damaged DNA-binding protein- like 
[Arabidopsis thaliana] 

236399 

uC-gsflnu33B064g04bl 

BLASTX 

gl488255 

323 

l.Oe-30 

75 

88 

(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2961381_emb_CAA18128_ (AL022141) f erulate-5-hydroxylas 
(FAHl) [Arabidopsis thaliana] >gi_3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

236400 

uC-gsflnu33B064g07bl 

BLASTX 

gl730057 

173 

2.0e-12 

41 

73 

PROBABLE SERINE/THREONINE-PROTEIN KINASE YNR047W 

>gi_2131975_pir S63378 hypothetical protein YNR047w - 

yeast (Saccharomyces cerevisiae) >gi_1302558_emb_CAA96328_ 
(Z71662) ORF YNR047w [Saccharomyces cerevisiae] 

236401 

uC-gsflnu33B064gllbl 

BLASTX 

g2388994 

401 

3.0e-39 
118 
64 ' 

(Z98981)' hypothetical gtp-binding protein associated 
[Schizosaccharomyces pombe] 



34270 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 



236402 

uC-gsflnu33B064h06bl 

BLASTX 

g2501182 

349 

2.0e-40 

111 

65 

OSMOTIN-LIKE PROTEIN PRECURSOR >gi_2129934_pir JC5237 

osmotin-like protein - tomato >gi_1220537 (L76632) 
osmotin-like protein [Lycopersicon esculentum] 

236403 

uC-gsflnu33B066b08bl 

BLASTX 

gl29692 

695 

l.Oe-73 

145 

95 

PROLIFERATING CELL NUCLEAR ANTIGEN (PCNA) (CYCLIN) 
236404 

uC-gsflnu33B066c07bl 

BLASTX 

g4263782 

152 

7.0e-10 

47 

57 

{AC006068) hypothetical protein [Arabidopsis thaliana] 
236405 

uC-gsflnu33B066cl2bl 

BLASTX 

g2137308 

377 

2.0e-36 

102 

36 

G protein beta subuit like - mouse >gi_475012_dbj_BAA06185 
(D29802) G protein beta subuit like [Mus musculus] 

236406 

uC-gsflnu33B066d03bl 

BLASTX 

gl076634 

287 

3.0e-26 

76 

68 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_50514 6_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 

236407 

uC-gsflnu33B066d04bl 



34271 



Method 


BLASTX 


NLBI GI 


g4512670 


BLAST score 


216 


E value 


2.0e-17 , . 


Match length 


77 


% identity 


44 


NCBI Description 


(AC006931) Dutative cvtochrome P4S0 FArp^Hi Hnr^Qi c Mnaiianai 


Seq. No. 


236408 


Seq. ID 


uC-gsflnu33B066e05bl 


Method 


BLASTX 


NCBI GI 


g2398523 


BLAST score 


220 


E value 


6.0e-18 


Match length 


88 


% identity 


61 


NCBI Description 


(Y13721) Transcr iotion factor f Ar^ihi Hnr»«:5i hh^»ii^an=i 


Seq. No. 


236409 


Seq. ID 


.uC-gsflnu33B066f02bl 


Method 


BLASTX 


NCBI GI 


g3355780 


BLAST score 


150 


E value 


8.0e-10 


Match length 


28 


% identity 


86 


NCBI Description 


(AJ004997) exoansinlS fT.vponprc: i nnn Pkcir-n 1 *an"i-nTn 1 


Seq. No. 


236410 


Seq. ID 


uC-gsflnu33B066fQ8bl 


Method 


BLASTX 


NCBI GI 


• g2522227 


BLAST score 


149 


E value 


2.0e-09 


Match length 


79 


% identity 


43 


NCBI Description 


(AB007466) retrotransDoson— like aene * l"hp "Fire;!- ;:iTnvnn :^r'ir^ 




was determined to be alvrinp rviri;^ fph;:^! 


Seq. No. 


236411 


Seq. ID 


uC-gsflnu33B066gl2bl 


Method 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


452 


E value 


4.0e-45 


Match length 


96 


% identity 


86 



NCBI Description {AL04 9480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 236412 

Seq. ID uC-gsflnu33B066h01bl 

Method BLASTX 

NCBI GI g3947719 

BLAST score 24 9 

E value 3.0e-21 

Match length 53 



34272 



% identity 92 

NCBI Description {AJ012653) ribosomal protein S28 [Prunus persica] 

>gi_3947721_enib__CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

Seq. No. 236413 

Seq. ID uC-gsflnu33B066h08bl 

Method BLASTX 

NCBI GI g3250697 

BLAST score 252 

E value 7.0e-22 

Match length 56. 

% identity 82 

NCBI Description (AL024486) putative protein [Arabidopsis thaliana] 

Seq. No. 236414 

Seq. ID uC-gsflnu33B066h09bl 

Method BLASTX 

NCBI GI g3335347 

BLAST score 47 9 

E value 2.0e-48 

Match length 104 

% identity 77 

NCBI Description (AC004512) Contains similarity to ARI, RING finger protein 
gb_X98309 from Drosophila melanogaster . ESTs gb_T44383, 
gb_W43120, gb_N65868, gb_H36013, gb_AA042241, gb~T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

Seq. No. 236415 

Seq. ID uC-gsflnu33B068e01bl 

Method BLASTX 

NCBI GI gl518540 

BLAST score 615 

E value 3.0e-64 

Match length 124 

% identity 89 

NCBI Description (U53418) UDP-glucose dehydrogenase [Glycine max] 

Seq. No. 236416 . 

Seq. ID uC-gsflnu33B068el2bl 

Method BLASTX 

NCBI GI g584893 

BLAST score 182 

E value 5.0e-14 

Match length 50 

% identity 66 - 

NCBI Description SERINE CARBOXYPEPTIDASE III PRECURSOR 

>gi_283002_pir S22530 carboxypeptidase III (EC 3.4.16.-) - 

rice >gi_218153_dbj_BAA01757_ {D10985) serine 
carboxypeptidase III [Oryza sativa] 

236417 

uC-gsflnu33B068f01bl 
BLASTX 
g710626 
149 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



34273 



*E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-09 

47 

55 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
{AC004 625) dehydration-induced protein ERD15 [Arabidopsis 

thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidops 

thaliana] 

236418 

uC-gsflnu33B068g09bl 

BLASTX 

g2564249 

208 

2.0e-16 

84 

50 

(Y08686) serine palmitoyltransferase, subunit II [Homo 
sapiens] >gi_304357 6_dbj_BAA25452_ (AB011098) KIAA0526 
protein [Homo sapiens] >gi_4186182 (AF111168) serine 
palmitoyl transferase, subunit II [Homo sapiens] 

236419 

uC-gsflnu33B070c07bl 

BLASTX 

g3063442 

180 

3.0e-13 

77 

52 

(AC003981) F22013.6 [Arabidopsis thaliana] 

236420 
* uC-gsf lnu33B070dl0bl 
BLASTX 
g464863 
303 

3.0e-28 

65 

94 

26S PROTEASE REGULATORY SUBUNIT 8 (TAT-BINDING PROTEIN 

HOMOLOG 10) >gi_422297_pir JN0610 probable transcription 

factor DdTBPlO - slime mold (Dictyostelium discoideum) 
(fragment) >gi_290057 (L16579) HIVl TAT-binding protein 
[Dictyostelium discoideum] 

236421 

uC-gsflnu33B070fl2bl 

BLASTX 

g3980407 

192 

9.0e-23 

122 

48 

(AC004561) putative receptor-liJce protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



236422 



34274 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



uC-gsflnu33B070g06bl 

BLASTX 

g3335366 , 

245 

5.0e-21 

69 

68 

(AC003028) unknown protein [Arabidopsis thaliana] 
236423 

uC-gsflnu33B071a03bl 

BLASTX 

g2623304 

285 

2.0e-25 

163 

39 

(AC002409) 
thaliana] 



similar to Medicago nodulin N21 [Arabidopsis 



236424 

uC-gsflnu33B071b01bl 

BLASTX 

g2760832 

483 

l.Oe-48 

150 

61 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 

236425 

uC-gsflnu33B071bl0bl 

BLASTX 

g4102600 

190 

2.0e-14 

54 

67 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
236426 

uC-gsflnu33B071bllbl 

BLASTX 

g4455182 

423 

l.Oe-41 

142 

58 

(AL035521) putative protein [Arabidopsis thaliana] 
236427 

uC"gsflnu33B071c01bl 

BLASTX 

g3043432 

180 

l.Oe-13 



34275 



Match -length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 
94 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ005348) iJbiquitin conjugating enzyme [Cicer arietinum] 
236428 

uC-gsflnu33B071d08bl 

BLASTX 

g4102839 

240 

3.0e-27 

148 

47 

(AF016713) LeOPTl [Lycopersicon esculentum] 
236429 

uC-gsf lnu33B071el2bl 

BLASTX 

g531389 

138 

2.0e-10 

70 

51 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 

236430 

uC-gsflnu33B071f01bl 

BLASTX 

g3452263 

155 

3.0e-10 

31 

90 

{AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 

236431 

uC-gsflnu33B071h03bl 

BLASTX 

g2541876 

177 

6.0e-13 

92 

45 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

236432 

uC-gsflnu33B071hl0bl 

BLASTX 

g3492806 

403 

2.0e-39 

103 . * 

77 

{AJ225045) adventitious rooting related oxygenase [Malus 
domestica] 



34276 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
-Method 
NCBI, GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID ' 
Method 
NCBI GI 
BLAST score 



236433 

uC-gsfinu33B072a01bl 
BLASTX 
g2982434 
509 

8.0e-52 
128 
70 

(AL022224) putative protein [Arabidopsis thaliana] 
236434 

uC-gsflnu33B072b09bl 
BLASTX 
g3986289 
638 

6.0e-67 
132 
86 

(AB017357) L-Galactono-l,4-lactone dehydrogenase [Ipomoea 
batatas] 

236435 

uC-gsflnu33B072c05bl 

BLASTX 

g2194119 

441 

7.0e-44 

lip 
65 

(AC002062) No definition line found [Arabidopsis thaliana] 
236436 

uC-gsflnu33B072d06bl 

BLASTX 

g2443320 

297 

6.0e-27 

125- 

51 - • . 

{D85597) polyprotein [Oryza australiensis] 

236437 

uC-gsflnu33B072g01bl 

BLASTX 

g3450889 

196 

l.Oe-15 

72 

62 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 
236438 

uC-gsflnu33B073a09bl , , 

BLASTX 

g2749943 

191 



34277 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
^ E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-15 

38 

84 

(U71244) pathogehesis-related group 5 protein [Brassica 
rapa] 

236439 

uC-gsflnu33B073c07bl 

BLASTX 

g4193388 

210 

2.0e-17 

45 

89 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

236440 

uC-gsflnu33B073f06bl 

BLASTX 

g4531434 

160 

2.0e-ll 

40 . ' ■ . 

70 

(AC006224) unknown protein [Arabidopsis thaliana] 
236441 

uC-gsflnu33B074d05bl 

BLASTX 

g2129597 

457 

9.0e-46 

93 

92 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (053527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

236442 

uC-gsflnu33B07 4dllbl 

BLASTX 

g4432855 

197 

2.0e-15 

102 

50 

{AC006300) unJcnown protein [Arabidopsis thaliana] 
236443 

uC-gsflnu33B074e06bl 

BLASTX 

g2708743 

144 " ■ . 

6.0e-09 

139 



34278 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26 

(AC003952) putative Tal-l-like reverse transcriptase 
[Arabidopsis thaliana] 

236444 

uC-gsflnu33B074e07bl 

BLASTX 

g4539452 

518 

6.0e-53 

119 

75 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

236445 

uC-gsflnu33B074g03bl 

BLASTX 

g2842478 

356 

5.0e-34 

112 

65 

(AL021749) receptor protein kinase like protein 
[Arabidopsis thaliana]. 

236446 

uC-gsflnu33B074h01bl 

BLASTX 

g553111 

146 

2.0e-09 

112 

24 

(J03625) hydroproline-rich protein [Glycine max] 
236447 

uC-gsflnu33B074h03bl 

BLASTX 

gl666236 

233 

2.0e-19 

117 

38 

{U76261) unknown [Hordeum vulgare] 
236448 * 

uC-gsflnu33B074h05bl 

BLASTX 

g2618698 

319 

l.Oe-29 

124 

53 

{AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 



236449 



34279 



Seq. ID uC-gsflnu33B074h07bl 

Method BLASTX 

NCBI GI g3695059 

BLAST score 283 

E value 3.0e-25 

Match length 81 

% identity 73 

NCBI Description (AF064787) rac GTPase activating protein 1 [Lotus . 
japonicus] 

Seq. No. 236450 

Seq. ID uC-gsflnu33B074hl2bl 

Method BLASTX 

NCBI GI g2760835 

BLAST score 622 

E value 5.0e-65 

Match length 148 

% identity 80 

NCBI Description (AC003105) unknown protein [Arabidopsis thaliana] 

Seq. No. 236451 

Seq. ID uC-gsflnu33B075b03bl 

Method BLASTX 

NCBI GI gl707955 

BLAST score 4 77 

E value 4 . Oe-4 8 

Match length 96 

% identity 92 

NCBI Description GLUTAMINE SYNTHETASE CYTOSOLIC ISOZYME 1 

(GLUTAMATE— AMMONIA LIGASE) >gi_1134 8 96_emb_CAA63981_ 
(X94320) glutamine synthetase [Vitis vinifera] 

Seq. No. 236452 

Seq. ID uC-gsflnu33B075b04bl 

Method BLASTX 

NCBI GI gl361983 

BLAST score 365 ' , 

E value 4 . Oe-35 

Match length 105 

% identity 70 

NCBI Description ARP protein - Arabidopsis thaliana >gi_8864 34_emb_CAA89858 
(Z49776) ARP protein [Arabidopsis thaliana] 

Seq. No. 236453 

Seq. ID uC-gsflnu33B075c06bl 

Method BLASTX 

NCBI GI g3142296 

BLAST score 252 

E value 6.0e-22 ' 

Match length 86 

% identity 56 

NCBI Description (AC002411) Contains similarity to hypothetical 

mitochondrial import receptor subunit gb_Z98597 from S. 
pombe. ESTs gb_T45575 and gb_Z26435 and gb_AA394576 come 
from this gene. [Arabidopsis thaliana] 

Seq. No. 236454 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

-Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



uC-gsflnu33B075c08bl 

BLASTX 

g404688 

154 

l.Oe-10 

58 

47 

(L19074) cytochrome P450 (Catharanthus roseus] 
236455 

uC-gsflnu33B075c09bl 

BLASTX 

g3831438 

138 

l.Oe-08 

47 

64 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
>gi_4 41594 4_gb_AAD20174_ (AC006418) hypothetical protein 
[Arabidopsis thaliana] 

236456 

uC-gsflnu33B075dllbl 

BLASTX 

g3776005 

151 

9.0e-10 

82 

4 8 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
236457 

uC-gsflnu33B075e02bl 

BLASTX 

gl40285 

525 

l.Oe-53 

102 . " ' ' 

98 

HYPOTHETICAL 19 KD. PROTEIN (ORF 168) 

>gi_2924263_einb_CAA77415_ (Z00044) Ycf3 protein [Nicotiana 
tabacum] 

236458 

uC-gsflnu33B075ellbl 

BLASTX 

g2129473 

197 

l.Oe-15 

71 

49 

arabinogalactan-like protein - loblolly pine >gi_607774 
{U09556) arabinogalactan-like protein [Pinus taeda] 

236459 

uC-gsflnu33B075f08bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2642428 
298 

5.0e-27. 

118 

48 

(AC002391) 
thaliana] 



unknown protein, 3' partial [Arabidopsis 



236460 

uC-gsflnu33B075g04bl 
BLASTX 
g2454629 
- 272 
l.Oe-24 
62 
82 

(AF019559) 
carota] 



cytosolic glutamine synthetase; GSl [Daucus 



236461 

uC-gsflnu33B075g09bl 

BLASTX 

g4539437 

195 

5.0e-15' 

42 

83 

(AL04 9523) putative protein [Arabidopsis thaliana] 
236462 

uC-gsflnu33B075h04bl 

BLASTX 

g3250680 

513 

3.0e-52 

121 

82 

(AL024486) aspartate kinase-homoserine dehydrogenase - like 
protein [Arabidopsis thaliana] 

236463 

uC-gsflnu33B07 6e06bl 

BLASTX 

gl408471 

181 

3.0e-13 

40 

88 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 {AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

236464 

uC-gsflnu33B076el2bl 

BLASTX 

g3132475 

176 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-12 
51 

63 ' ' 

(AC003096) similar to proline-rich protein [Arabidopsi 
thaliana] 

236465 

uC-gsflnu33B076g05bl 

BLASTX 

g3935187 

316 

l.Oe-29 

77 

51 

(AC004557) F17L21.30 [Arabidopsis thaliana] 
236466 

uC-gsflnu33B077h06bl 

BLASTX 

gl518540 

359 

2.0e-34 

77 

88 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
236467 

uC-gsflnu33B078a02bl 

BLASTX 

g3914361 

366 

6.0e-35 

94 

73 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_2281951_emb_CAB06620_ (Z84822) phospholipase D 
[Nicotiana tabacum] 



236468 

uC-gsflnu33B078a04bl 

BLASTX 

g3033375 

223 

2.0e-18 

89 

58 

(AC004238) putative berberine 
thaliana] 

236469 

uC-gsflnu33B078b03bl 

BLASTX 

g3158474 

618 

2.0e-64 
134 



bridge enzyme [Arabidopsi 
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% identity 90 

NCBI Description (AF067184) aquaporin 1 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236470 

uC-gsflnu33B078d02bl 

BLASTX 

g2462762 

292 

2.0e-26 

115 

56 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

236471 

uC-gsflnu33B078d04bl 

BLASTX 

g731086 

159 

l,0e-10 

115 

37 

UV-INDUCED PROTEIN UVI22 >gi_629909_pir S47147 uvi22 

protein - fission yeast (Schizosaccharomyces pombe)' 
>gi_107 6930_pir_JC244 2 UV inducible protein, UV122 - 
fission yeast (Schizosaccharomyces pombe) 
>gi_4 99199_emb_CAA84069_ (Z34299) uvi22 
[Schizosaccharomyces pombe] >gi_3184086_emb_CAA19342 
(AL023781) uv-induced protein uvi22 [Schizosaccharomyces 
pombe] 

236472 

uC-gsflnu33B078d07bl 

BLASTX 

gl709804 

496 

4.0e-50 

140 

67 

26S PROTEASE REGULATORY SUBUNIT SlOB (P44) (CONSERVED 
ATPASE DOMAIN PROTEIN 44) >gi_1045497 (U36395) conserved 
ATPase domain protein 4 4 [Spermophilus tridecemlineatus] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 

236473 

uC-gsflnu33BO78e09bl 

BLASTX 

g2909781 

139 

6.0e-17 

78 

62 

(AF020288) MgATP-energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 



Seq. No, 



236474 
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Seq..ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ''score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-gsflnu33B078elObl 

BLASTX 

g4056479 

302 

2.0e-27 

71 

77 

(AC005896) unknown protein [Arabidopsis thaliana] 
236475 

uC-gsflnu33B078f02bl 

BLASTX 

g3776559 

513 

3.0e-52 

129 

71 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

236476 

uC-gsflnu33B078fl2bl- * 

BLASTX 

g3915826 

154 

3.0e-10 

41 

76 

60S RIBOSOMAL PROTEIN L5 
236477 

uC-gsflnu33B078g03bl 

BLASTX 

g3868758 

4 67 - ;, 

8.0e-47 

131 

63 

(D89802) elongation factor IB gamma [Oryza sativa] 
236478 

uC-gsflnu33B078gl2bl 

BLASTX 

gl703380 

243 

l.Oe-20 

45 

100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

236479 

uC-gsflnu33B678h07bl 

BLASTX 

g4468986 
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BLAST score 266 

E value 2.0e-23 

' Match length 106 

% identity 53 

NCBI Description (AL035605) putative protein [Arabidopsis thaliana) 

Seq. No. 236480 

Seq. ID uC-gsflnu33B078hlObl 

Method BLASTX 

NCBI GI g3559811 

BLAST score 24 6 

E value 7.0e-21 

Match length 60 

% identity 78 

NCBI Description (AJ010735) grl-protein [Arabidopsis thaliana] 

Seq. No. 236481 

Seq. ID uC-gsflnu33B079d01bl 

Method BLASTX 

NCBI GI g2586123 

BLAST score 4 63 

E value 2.0e-46 ^ 

Match length 100 

% identity 87 

NCBI Description (U89511) b-keto acyl reductase [Allium porrumf 

Seq. No., 236482 

Seq. ID uC-gsflnu33B079d05bl 

Method BLASTX 

NCBI GI g4580461 

BLAST score 286 

E value 3.0e-26 

Match length 59 

% identity 92 

NCBI Description (AC006081) unknown protein [Arabidopsis thaliana] 

Seq. No. 236483 

Seq. ID uC-gsflnu33B079e06bl 

Method BLASTX 

NCBI GI gll7188 

BLAST score 411 

E value 2.0e-40 

Match length 127 

% identity 57 

NCBI Description CYTOCHROME P4 50 71A1 (CYPLXXIAl) (ARP-2) 

>gi_81423_pir ^A35867 cytochrome P450 71A1 - avocado 

Seq. No. 236484 

Seq. ID uC-gsflnu33B079f03bl 

Method BLASTX 

NCBI GI gl23554 

BLAST score 142 

E value _ 3.0e-09 

Match length 33 

% identity 79 

NCBI Description 18.1 KD CLASS I HEAT SHOCK PROTEIN >gi_99978_pir S1624 8 

heat shock protein 18 (clone pMsHspl8.1) - alfalfa 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(fragment) >gi__19616_einb__CAA4154 6_ (X58710) heat shock 
protein [Medicago sativa] 

236485 

uC-gsflnu33B080c08bl 

BLASTX 

g3123745 

280 

8.0e-25 

132 

42 

{AB013447) aluminum-induced [Brassica napus] 
236486 

uC-gsflnu33B080c09bl 

BLASTX 

g3334299 

267 

l.Oe-23 

63 

87 

PROTEASOME, ALPHA SUBUNIT (MULTICATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA7 4725_ (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 

236487 

uC-gsflnu33B080el2bl 

BLASTX 

g2253010 

282 

9.0e-26 

68 

76 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 

236488 

uC-gsflnu33B081b04bl 

BLASTX 

^2129675 

545 

5.0e-56 

127 

81 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF04 9236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 

236489 

uC-gsflnu33B081c08bl 

BLASTX 

g3242717 

238 

5.0e-20 

98 

56 
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NCBI Description (AC003040) putative APG protein [Arabidopsis thaliana]. 



Seq. -No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236490 

uC-gsflnu33B081e05bl 

BLASTX 

g2649749 

160 

9.0e-ll 

131 

36 

(AE001045) proliferating-cell nucleolar antigen P120, 
putative [Archaeoglobus fulgidus] 

236491 

uC-gsflnu33B081f lObi: 

BLASTX 

g4204278 

179 

4.0e-13 

122 

35 

(AC00414 6) putative Cytochrome P450 protein [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236492 

uC-gsflnu33B081g08bl 

BLASTX 

g3080416 

215 

3.0e-17 

53 

83 

(AL022604) UDP-galactose transporter 
[Arabidopsis thaliana] 

236493 

uC-gsflnu33B081h05bl 

BLASTX 

g4115383 

168 

3.0e-12 

71 

45 

(AC005967) 
thaliana] 



like protein 



receptor-like protein kinase [Arabidopsis 



236494 

uC-gsflnu33B082a08bl 

BLASTX 

g416641 

253 

l.Oe-21 

52 

85 

IND0LE-3-ACETIC ACID INDUCED PROTEIN ARG4 
>gi_287568_dbj_BAA03309_ {D14413) ORE [Vigna radiata] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236495 

. uC-gsf lnu33B082allbl 
BLASTX 
gl076387 
338 

8.0e-32 

89 

69 

protein kinase homolog - Arabidopsis thaliana 
>gi_717180_emb_CAA55866_ (X79279) protein kinase homologous 
to shaggy and glycogen synthase kinase-3 [Arabidopsis 
thaliana] 



Seq. No. 


236496 


Seq. ID 


uC-asf lnu33B08?rnfthl 


Method 


BLASTX 


NCBI GI 


al755166 

1 -J tj d. \j \j 


BLAST score 


381 


E value 


9 . Oe-37 


Match length 


102 


% identity 


74 


NCBI Description 


\\jt^M^tf ycj-iii-Lii xxjs.ts pxuLcj.n Lrirajoxaops 1 s unaxianaj 


Seq. No. 


236497 


■ Seq. ID 




Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


386 


E value 


l.Oe-46 


Match lenath 


129 


% identity 


71 


NCBI Description 


(X95342) OVt" DPh Tnmf^ P4Sn TKI-i r'O'h -1 ann 4- a K=» *«ttiTn 1 
\^^^ ^ ^-x c f v—y u vjiv^n j_ vjiiic tlou L IN J. t^tJ L J-dlla UaljaCUIIiJ 


Seq. No. 


236498 


Seq. ID 


uC-gsf lnu33B082el0bl 


Method 


BLASTX 


NCBI GI 


□3337361 


BLAST score 


431 


E value 


8.0e-43 


Match length 


99 


% identity 


79 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


236499 


Seq. ID 


uC-gsflnu33B082fllbl 


Method 


BLASTX 


NCBI GI 


g4220527 


BLAST score 


611 


E value 


l.Oe-63 


Match length 


131 


% identity 


82 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq, No. 


236500 


Seq. ID . 


uC-gsflnu33B082gl0bl 


Method 


BLASTX 


NCBI GI 


g2827548 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length * 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST s^core 
E value 
Match length 



222 

5.0e-28 

137 

50 

(AL021635) cytochrome P450 
thaliana] 



like protein [Arabidopsis 



236501 

uC-gsflnu33B082gllbl 

BLASTX 

gl749596 

169 

8.0e-12 

42 

69 

(D89194) similar to Rat ATP citrate-lyase, SWISS-PROT 
Accession Number P16638 [Schizosaccharomyces pombe] 

236502 

uC-gsflnu33B082h02bl 

BLASTX 

g4539350 

266 

3.0e-38 

113 

71 

(AL035539) putative pectinesterase [Arabidopsis thaliana] 
236503 

uC-gsflnu33B083a02bl 

BLASTX 

g4337189 

237 

6.0e-20 

74 

55 

(AC0064Q3) 
thaliana] 



putative calmodulin-binding protein [Arabidopsis 



236504 

uC-gsflnu33B083a04bl 

BLASTX 

g2842477 

237 

4.0e-20 

72 

65 

{AL021749) 
thaliana] 



copper-binding protein-like [Arabidopsis 



236505 

uC-gsflnu33B083b03bl 

BLASTX 

gi076708 

375 

4.0e-36 
75 
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% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



25 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin (Glycine max] 
>gi_556688_emb_CAA84440_ (Z34 988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340 (AC00404 4) 
putative polyubiquitin [Arabidopsis thaliana] 
>gi_1096513_prf_2111434A tetraubiquitin [Helianthus 
annuus] 

236506 

uC-gsflnu33B083b05bl 

BLASTX 

gl814401 

402 

2.0e-39 

100 

69 

(U84888) phosphoglucomutase [Mesembryanthemum crystallinum] 
236507 

uC-gsflnu33B083e08bl 
BLASTX 

g3688170 , 
278 

8.0e-25 
92 

(AL031804) putative protein [Arabidopsis thaliana] 
236508 

uC-gsflnu33B083e09bl 

BLASTX 

g3668089 

229 

5.0e-19 

78 

54 

(AC004 667) unknown protein [Arabidopsis thaliana] 
236509 

uC-gsflnu33B084b09bl 

BLASTX 

g2459417 

365 

9.0e-35 

139 

53 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

236510 

uC-gsflnu33B084c02bl 

BLASTX 

g2245028 

176 
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E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method. 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-13 

60 

52 

{Z97341) limonene cyclase [Arabidopsis thaliana] 
236511 

uC-gsflnu33B084cl0bl 

BLASTX 

g730645 

516 

l.Oe-52 

111 

90 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir_S4 34 12 ribosomal 
protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9 

(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 

[Arabidopsis thaliana] >gi_1903366_gb_AAB704 4 9_ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 

236512 

uC-gsflnu33B084d03bl 
BLASTX 

g4218011 . 
150 

l.Oe-09 

53 

58 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721__gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

236513 

uC-gsflnu33B084e03bl 

BLASTX 

g2739381 

339 - 

7.0e-32 

112 

60 

(AC002505) putative patatin [Arabidopsis thaliana] 
236514 

uC-gsflnu33B084ellbl 

BLASTX 

g2618684 

309 

3.0e-28 

95 

62 

(AC002510) putative 

UDP-N-acetylglucosamine — dolichyl-pho'sphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004625) putative 
UDP-N-acetylglucosamine — dolichyl-phosphate 
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N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236515 

uC-gsflnu33B084f05bl 

BLASTX 

g4415938 

192 

4.0e-27 

83 

72 

(AC006418) unknown protein [Arabidopsis thaliana] 
236516 

uC-gsflnu33B084f09bl 

BLASTX 

g3759177 

161 

6.0e-ll 

47 

72 

(AB018408) 3"phosphoserine phosphatase [Arabidopsis 
thaliana] >gi_375917 9_dbj_BAA33807_ (AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 

236517 

uC-gsflnu33B084h06bl 

BLASTX 

g3252815 

290 

4.0e-26 

74 

78 

(AC004705) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] >gi_3810588 (AC005398) vacuole 
sorting receptor-like protein [Arabidopsis thaliana] 

236518 

uC-gsflnu33B085d05bl 

BLASTX 

g4580461 

286 

3.0e-26 

59 

92 

(AC006081) unknown protein [Arabidopsis thaliana] 
236519 

uC-gsflnu33B085h03bl 

BLASTX 

g3080447 

161 

5.0e-20 

117 

54 

{AL022605) putative protein [Arabidopsis thaliana] 
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Seq. No. 


236520 


Seq. ID 


uC-gsflnu33B085h07bl 


Method 


BLASTX 


NCBI GI 


g3935168 - 


BLAST score 


250 


E value 


2.0e-21 


Match lencrth 


96 


% identity 


58 


NCBI Description 


{AC004 557) F17L21 . 11 


Seq. No. 


236521 


Seq. ID 


uC-gsflnu33B088a02bl 


Method 


BLASTX 


NCBI GI 


g3176684 


BLAST score 


360 , 


E value 


2.0e-34 


Match length 


107 


% identity 


67 


NCBI Description 


(AC003671) Contains : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transporter 1 gb_U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 

236522 

uC-gsflnu33B088a05bl 
BLASTX - ' 
g3540219 
187 

2.0e-14 

52 

62 

(D87686) KIAA0017 protein [Homo sapiens] 
236523 

uC-gsflnu33B088b05bl 

BLASTX 

gl946279 

287 ^- 

7.0e-26 

102 

47 

(Y12433) polyprotein; reverse transcriptase, RNase H 
[pineapple bacilliform virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236524 

uC-gsflnu33B088bllbl 

BLASTX 

g3915601 

257 

l.Oe-22 

78 

63 

ACTIVATOR 1 38 KD SUBUNIT (REPLICATION FACTOR C 38 KD 
SUBUNIT) (Al 38 KD SUBUNIT) (RF-C 38 KD SUBUNIT) (RFC38) 
>gi_1498259 {L07541)* replication factor C, 38-kDa subunit 
[Homo sapiens] >gi_4 506489_ref_NP_002906 . l_pRFC3_ 
replication factor C (activator 1) 3 (38}cD) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236525 , ^ . 

uC-gsflnu33B088c02bl 
BLASTX 
.g407942 
218 

l.Oe-17 

53 

70 

(U02496) epoxide hydrolase [Solanum tuberosum] 
236526 

uC-gsflnu33B088d05bl 

BLASTX 

g3461820 

270 

2.0e-24 

60 

73 

(AC004138) unknown protein [Arabidopsis thaliana] 
236527 

uC-gsflnu33B088d06bl 

BLASTX 

g3702321 

447 

9.0e-45 

98 

50 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 

236528 

uC-gsflnu33B088el0bl 

BLASTX 

g3757515 

189 

2.0e-14 

66 - 
5 9 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
236529 

uC-gsflnu33B088el2bl 

BLASTX 

g231757 

625 

3.0e-65 

146 

84 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 

(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_99653_pir S18568 

lignin-bispecific -O-methyltransferase (EC 2.1.1.-) - 
quaking aspen >gi_20951_emb_CAA44006_ {X62096) lignin 
bispecific acid/5-hydroxyf erulic acid methyltransf erase 

[Populus tremuloides] >gi_2226267 {U13171) caffeic 
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acid/5-hyciroxyferulic acid 0-methyltransf erase [Populus 
tfemuloides] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236530 

uC-gsflnu33B088f07bl 

BLASTX 

g3135274 

196 

3.0e-15 
45 
82 

(AC003058) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



236531 

uC-gsflnu33B088f08bl 

BLASTX 

g3600048 

409 

5.0e-45 

115 

77 

(AF080120) similar to hypothetical proteins in 
Schizosaccharomyces pombe (GB:Z98533) and C. elegans 
(GB:Z48334 and Z78419) [Arabidopsis thaliana] - 

236532 

uC-gsflnu33B088g07bl 
BLASTX ^'''r- 
g3643604 - 
225 

8.0e-19 

.81 
56 

{AC005395) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



236533 

uC-gsflnu33B088h03bl 

BLASTX 

g3702334 

185 

7.0e-14 

116 

41 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
236534 

uC-gsflnu33B088h04bl 

BLASTX 

g4193382 

392 

4.0e-38 

86 

84 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI^' 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ^ 

% identity 

NCBI Description 



236535_ 

uC-gsfinu33B089al2bl 

BLASTX 

g4455190 

266 

2.0e-23 

69 

80 

(AL035440) putative protein [Arabidopsis thaliana] 
236536 

uC-gsflnu33B089b01bl 

BLASTX 

g3746060 

463 

2.0e-46 

116 

78 

(AC005311) unknown protein [Arabidopsis thaliana] 
236537 

uC-gsflnu33B089b04bl 

BLASTX 

g24 65923 

181 

7.0e-14 
47 

68 ^ 

(AF024648) receptor-like serine/threonine kinase' 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236538 

uC-gsflnu33B089b06bl 

BLASTX 

gl762939 

136 

l.Oe-08 

35 

69 

{U66266) ORF; able to induce HR-like lesions 
tabacum] 



[Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236539 

uC-gsflnu33B08 9b09bl 

BLASTX 

g3080452 

321 

4.0e-30 

88 

67 

(AL022605) 
thaliana] 



putative L-ascorbate oxidase [Arabidopsis 



Seq. No. 
Seq. ID 



236540 

uC-gsflnu33B089c05bl 
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Method BLASTX 

NCBI GI gll69782 

BLAST score • 506 

E Value l.Oe-51 

Match length 112 

% identity 88 

NCBI Description FUSCA PROTEIN FUS6 >gi_432446 {L26498) FUS6 [Arabidopsis 
thaliana] 

Seq, No. 236541 

Seq. ID uC-gsflnu33B089cl2bl 

Method BLASTX 

NCBI GI g3935148 

BLAST score 19.0 

E value 2.0e-14 

Match length 57 

% identity 68 

NCBI Description (AC005106) T25N20.12 [Arabidopsis thaliana] 

Seq. No. 236542 

Seq. ID uC-gsflnu33B089d05bl 

Method BLASTX 

NCBI GI ^ g3212863 

BLAST score 182 

E value 5.0e-14 

Match length 42 ' ' - 

% identity 83 

NCBI Description (AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

236543 

uC-gsflnu33B08 9dl2bl 
BLASTX 
gl30181 
180 

2.0e-13 
37 
86 

PHYTOCHROME A TYPE 3 (AP3) >gi_82335_pir S00096 

phytochrome 3 - oat >gi_16111_emb_CAA26999_ (X03242) 
phytochrome type 3 (aa 1-1129) [Avena sativa] 



Seq. No. 236544 

Seq. ID uC-gsflnu33B089e04bl 

Method BLASTX 

NCBI GI gl663722 

BLAST score 321 

E value 6.0e-30 

Match length 81 

% identity 70 

NCBI Description (U50845) 4 -coumarate : coenzyme A ligase [Nicotiana tabacum] 

Seq. No. 236545 

Seq. ID uC-gsflnu33B089f04bl 

Method BLASTX 

NCBI GI gl67367 

BLAST score 153 



Seq. No. . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
% identity 
NCBI Description 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. _ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-10 

4 9 

61 

(L08199) peroxidase [Gossypium hirsutum] 
236546 

uC-gsflnu33B089g03bl 

BLASTX 

g2642215 

136 

l.Oe-08 

24 

100 

(AF03038 6) NOI protein [Arabidopsis thaliana] 
236547 

uC-gsflnu33B089hl2bl 

BLASTX 

g3241943 

140 

l.Oe-08 

34 

7 6 

(AC004625) hypothetical protein [Arabidopsis thaliana] 
236548 

uC-gsflnu33B090a07bl - 

BLASTX 

g3292816 

580 

4 .Oe-60 

134 

33 

(AL031018) 
thaliana] 



putative fizzy-related protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



236549 • - 

uC-gsflnu33B090b08bl 

BLASTX 

g2129677 

170 

l.Oe-12 

45 

67 

probablel N-acetyltransf erase hookless 1 - Arabidopsis 
thaliana >gi_1277090 (U50399) putative N-acetyltransf erase 
hooklessl [Arabidopsis thaliana] >gi_1277092 (U50400) 
putative N-acetyltransf erase hooklessl [Arabidopsis 
thaliana] >gi__44 68983_emb_CAB38297_ (AL035605) probable 
N-acetyltransferase hookless 1 [Arabidopsis thaliana] 

236550 

uC-gsflnu33B090bl2bl 

BLASTX 

g3355468 

150 

3.0e-10 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GL 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match lengthy 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



51 
67 

{AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

236551 

uC-gsflnu33B090c05bl 

BLASTX 

g729506 

530 

3,0e-54 

110 

89 

NARINGENIN, 2-OXOGLUTARATE 3-DIOXYGENASE 

(FLAVONONE-3-HYDROXYLASE) (FHT) >gi_4 8121 6_pir_S38 338 - 
naringenin 3-dioxygenase - common stock 

>gi_288107_emb_CAA51192_ (X72594) naringenin, 2-oxoglutarate 
3-dioxygenase [Matthiola incana] 

236552 

uC-gsflnu33B090d05bl 

BLASTX 

g2864625 

355 

8.0e-34 

102 

67 

{AL021811) putative protein [Arabidopsis thaliana] 
236553 

uG-gsflnu33B090d06bl 

BLASTX ' 

gl632822 

245 

3.0e-21 

75 

68 

{Y08962) 
(U77297) 



transmembrane protein 
transmembrane protein 



[Oryza sativa] >gi_1667594 
[Oryza sativa] 



236554 

uC-gsflnu33B090dl0bl 

BLASTX 

g531389 

319 

l.Oe-29 

104 

60 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 

236555 

uC-gsflnu33B090f03bl 

BLASTX 

gl773330 

577 

9.0e-60 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
93 



(U80071) glycolate oxidase (Mesembryanthemum crystallinum] 
236556 

uC-gsflnu33B090g03bl 

BLASTX 

gl946364 

225 

l.Oe-18 

104 

47 

(U93215) lipase isolog [Arabidopsis thaliana] 
236557 

uC-gsflnu33B090g06bl 

BLASTX 

g4027897 

339 

3.0e-32 

85 

72 

(AF04 9353) alpha-expansin precursor [Nicotiana tabacum] 

236558 ■ 

uC-gsflnu33B090g07bl 

•BLASTX 

g3402718 

163 

2.0e-ll 

48 

56 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
236559 

uC-gsflnu33B090gllbl 

BLASTX 

g4454464 

512 

3.0e-52 

110 

81 

(AC006234) unknown protein [Arabidopsis thaliana] 
236560 

uC-gsflnu33B090h03bl 

BLASTX 

g3335351 

187 

3.0e-14 

108 

5 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 



236561 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236563 

uC-gsflnu33B090hllbl 

BLASTX 

g2760837 

256- 

4.0e-22 

129 ' • ■ 

40 

(AC003105) putative cytochrome P450 ' [Arabidopsis thaliana] 



Seq. No. 


236564 




Seq. ID 


uC-gsflnu33B091b03bl 




Method 


BLASTX 




NCBI GI 


g2245132 




BLAST score 


279 




E value 


8.0e-25 




Match length 


77 




% identity 


70 




NCBI Description 


(Z9734 4) syntaxin [Arabidopsis 


thaliana] 


Seq. No. 


236565 




Seq. ID 


uC-gsflnu33B091bllbl 




Method 


BLASTX 




NCBI GI 


g3582260 




BLAST score 


354 




E value 


9.0e-34 




Match length 


82 




% identity 


84 




NCBI Description 


(M27221) lysyl-tRNA synthetase 


[Sinorhizobium meliloti] 


Seq. No. 


236566 




Seq. ID 


uC-gsflnu33B091c07bl 




Method 


BLASTX 




NCBI GI 


gl345132 




BLAST score 


289 




E value 


2.0e-26 




Match length 


60 




% identity 


93 





uC-gsflnu33B090h04bl 

BLASTX 

g4389417 

509 

6.0e-52 

105 

87 

(AF055369) nitrate reductase [Glycine max] 



236562 

uCTgsflnu33B090hl0bl 

BLASTX 

g4468990 

138 

7.0e-09 

53 

58 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description'^ 



{U47029) ERECTA [Arabidopsis ' thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484)" receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

236567 

uC-gsflnu33B091cl2bl 

BLASTX 

gl706918 

152 

4 .Oe-10 

85 

39 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_498647 (U10277) 
sulfotransfera*se-like flavonol [Flaveria bidentis] 

236568 

uC-gsflnu33B091d05bl 

BLASTX 

gl532167 

180 

4.0e-13 

65 

48 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236569 

uC-gsflnu33B091d06bl 

BLASTX 

g3810596 

232 

2.0e-19 

115 

41 

{AC005398) 
thaliana] 



reverse-transcriptase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



236570 

uC-gsflnu33B091g06bl 

BLASTX 

g2739000 

433 

8.Qe-43 

107 

68 

(AF022459) CyP71D10p [Glycine max] 
236571 

uC-gsflnu33B092a01bl 

BLASTX 

g4510399 

261 

9.0e-23 



34303 



Match length 73 

% identity 62 

NCBI Description (AC006587) putative zinc finger protein [Arabidopsis 
thaliana] 

Seq. No. 236572 

Seq. ID uC-gsflnu33B092a06bl 

Method BLASTX 

NCBI GI g602292 

BLAST score 4 42 

E value 6.0e-4 4 

Match length 104 

% identity 84 

NCBI Description {U17987) RCH2 protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



236573 

uC-gsflnu33B092b01bl 

BLASTX 

g861366 

359 

4.0e-34 

125 

57 

(U28991) coded for by C, 
[Caenorhabditis elegans] 



elegans cDNA citi21c7 



236574 

uC-gsflnu33B092bl0bl 

BLASTX 

g3024127 

369 

l.Oe-35 

91 

77 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_einb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 

236575 

uC-gsflnu33B092c08bl 

BLASTX 

g549750 

148 

2.0e-09 

116 

34 

HYPOTHETICAL 29.4 KD PROTEIN IN STE6-L0S1 INTERGENIC REGION 

>gi_539221_pir S38045 hypothetical protein YKL207w - yeast 

(Saccharomyces cerevisiae) >gi_4 86369_emb_CAA82052_ 
(Z28207) ORE YKL207w [Saccharomyces cerevisiae] 

236576 

uC-gsflnu33B092e07bl 

BLASTX 

g2245132 

153 



34304 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



2.0e-10 

42 

71 

(Z97344) syntaxin [Arabidopsis thaliana] 
236577 

uC-gsflnu33B092fllbl 

BLASTX 

g2306917 

239 

3.0e-36 

85 

93 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

236578 

uC-gsflnu33B092g09bl 

BLASTX 

g3098571 

236 

9.0e-20 

134 

37 

CAF049028) BURP domain containing protein . [Brassica napus] 
236579 

uC-g.sflnu33B093b08bl 

BLASTX 

g3372233 

134 

3.0e-12 

70 

60 

(AF019248) RNA polymerase I, 
[Arabidopsis thaliana] 



II and III 24.3 kDa subunit 



236580 

uC-gsflnu33B093bllbl 

BLASTX 

g4467135 

395 

2.0e-38 

130 

60 

(AL035540) putative protein [Arabidopsis thaliana] 
236581 

uC-gsflnu33B093c02bl 

BLASTX 

g2181190 

152 

5.0e-10 

99 

37 

(Y12531) serine/threonine kinase [Brassica oleracea] 



34305 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236582 

uC-gsflnu33B093c03bl 
BLASTX , 
* gl076422 
523 

2.0e-53 

127 

76 

transcription factor 0BF4 - Arabidopsis thaliana 
>gi_414 613_emb_CAA4 9524_ (X69899) ocs-element binding 
factor 4 [Arabidopsis thaliana] 

236583 

uC-gsf lnu33B093c04bl 

BLASTX 

g2924514 

472 

2.0e-47 

124 

70 

(AL022023) protein kinase - like [Arabidopsis thaliana] 
236584 

uC-gsflnu33B093c08bl 

BLASTX 

g4314359 

334, 

2.0e-31 

102 

60 

{AC006340) hypothetical protein [Arabidopsis thaliana] 
236585 

uC-gsflnu33B093cl0bl 

BLASTX 

g2829899 

147 

3.0e-09 

65 

45 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

236586 

uC-gsflnu33B093cllbl 

BLASTX 

g2144098 

353 

2.0e-33 

146 

49 

SC2 - rat >gi_256994_bbs_115268 (S45663) SC2=synaptic 
glycoprotein [fats, brain, Peptide, 308 aa] [Rattus sp.] 

236587 

uC-gsflnu33B093d02bl 



34306 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4220472 

394 

3.0e-38 
122 , 
58 

(AC006069) 
thaliana] 



similar to yeast cccl protein [Arabidopsis 



236588 

uC-gsflnu33B093d04bl 

BLASTX 

gl632831 

333 

5.0e-31 

72 

92 

(Z49698) orf [Ricinus communis] 
236589 

uC-gsflnu33B093dl0bl 

BLASTX 

g4185819 

192 " 

l.Oe-14 

47 

68 

(AF116845) metallothionein-like type 1 protein [Ipomoea 
batatas] 

236590 

uC-gsflnu33B093e01bl 

BLASTX 

g3258570 

297 

7.0e-27 

143 

46 

(U89959) Unknown protein [Arabidopsis thaliana] 
236591 

uC-gsflnu33B093e08bl 

BLASTX 

g3850587 

258 

3.0e-22 ' 

144 

40 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

236592 

uC-gsflnu33B093fl2bl 

BLASTX 

gl346172 

284 



34307 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-25 
57 

91 ' 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi_170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

236593 

uC-gsflnu33B093g03bl 

BLASTX 

g3549681 

391 

6.0e-38 

134 

57 

(AL031394) 
thaliana] 



male sterility 2-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



236594 

uC-gsflnu33B093h09bl 

BLASTX 

gl934730 

330 

8.0e-31 
81 

79 - 

(U95036) germin-like protein [Arabidopsis thaliana] 
236595 

uC-gsflnu33B094b01bl 

BLASTX 

g3033400 

293 

l.Oe-26 

86 

66 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

236596 

uC-gsflnu33B094b08bl 

BLASTX 

g2499015 

173 

2.0e-12 
102 

36 ■ • 

TRIGGER FACTOR (TF) >gi_1001378_dbj_BAA10868_ (D64006) 
trigger factor [Synechocystis sp.] 

236597 

uC-gsflnu33B094c07bl 

BLASTX 

g4220474 

252 

9.0e-22 



34308^ 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No.^ 

Seq. id" 

Method 

NCBI GI 

BLAST score ■ 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
50 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



236598 

uC-gsflnu33B094cllbl 

BLASTX 

g3819697 

197 

2.0e-15 

100 

47 

(AJ009608) BnMAP4K alphal 



[Brassica napus] 



236599 

uC"gsflnu33B094f05bl 

BLASTX 

g4545262 

143 

2.0e-09 

34 

85 

(AF118230) 
hirsutum] 



metallothionein-like protein [Gossypium 



236600 

uC-gsflnu33B094g09bl 

BLASTX 

g3236240 

179 

2.0e-13 

81 

49 

(AC004 684) unknown protein [Arabidopsis thaliana] 
236601 

uC-gsflnu33B094gl0bl 

BLASTX 

g3702324 

149 

l.Oe-09 

107 

35 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
236602 . 

uC-gsflnu33B094gl2bl 

BLASTX 

g2290532 

238 

3.0e-20 

53 

85 

(U94748) ANll [Petunia x hybrida] 



Seq. No. 



236603 



34309 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 



uC-gsflnu33B094hl2bl 

BLASTX 

g2583120 

332 

3.0e-31- 

100 

69 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

236604 

uC-gsflnu33B095dl0bl 

BLASTX 

g2493318 

260 

l.Oe-22 

100 

50 

BLUE COPPER PROTEIN PRECURSOR >gi_56277 9_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

236605 

uC-gsflnu33B095f04bl 
BLASTX - 
g3850111 
■^275 
l.Oe-24 
74 
58 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

236606 

uC-gsflnu33B095gllbl 
BLASTX 
g4539545 
. 605 
4.0e-63 
121 
97 

(Y16644) PRCI [Nicotiana tabacum] 
236607 

uC-gsflnu33B095hO8bl 

BLASTX 

g3766299 

163 

9.0e-12 

34 

91 

(AJ012080) sucrose synthase [Pisum sativum] 
236608 

uC-gsflnu33B095h09bl 

BLASTX 

g2662310 



34310 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



164 

l.Oe-11 

58 ' 
55 - 

(AB009307) bpwl [Hordeum vulgare] 
236609 

uC-gsflnu33B097al2bl 

BLASTX 

gl352186 

368 

2.0e-35 

118 

58 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_404866 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE) 
{U00428) allene oxide 



236610 

uC-gsflnu33B097c08bl 

BLASTX 

gl076746 

200 

8.0e-16 . 

40.. 
93 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

236611 

uC-gsflnu33B098bl0bl 

BLASTX 

g3319882 

303 

3.0e-28 

65 

91 

(AJ004960) 
arietinum] 



elongation factor 1-alpha (EFl-a) [Cicer 



236612 

uC-gsflnu33B100b06bl 

BLASTX 

g973313 

346 

4.0e-55 

117 

93 

{U30250) myo-inositol 1-phosphate synthase isozyine-2 
[Arabidopsis thaliana] 

236613 

uC-gsflnu33B100b09bl 

BLASTX 

g421826 

431 



34311 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-42 

141 

63 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_29.8036_enib_CAA50712_ {X71878) CP29 [Arabidopsis 
thaliana] 

236614 

uC-gsflnu33B100c01bl 

BLASTX 

g3522945 

138 

3.0e-12 

110 

33 

{AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
236615 

uC-gsflnu33B100d09bl 

BLASTX 

g4335754 

530 

3.0e-54 
145 

68 " , 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 

236616 

uC-gsflnu33B100e09bl 

BLASTX 

g3800952 

206 

3.0e-16 
109 

47 . * 

(AF100657) 
elegans] 



No definition line found [Caenorhabditis 



236617 

uC-gsflnu33B100g01bl 

BLASTX 

g2842496 

425 

5.0e-42 

103 . : 
80 

(AL021749) NAM / CUC2 -liJce protein [Arabidopsis thaliana] 
236618 

uC-gsflnu33B101b04bl 

BLASTX 

g2642445- 

368 

3.0e-35 
136 



34312 



% identity 57 

NCBI Description (AC002391) putative serine/threonine protein kinase 
[Arabidopsis .thaliana] 



Seq. No. 236619 

Seq. ID uC-gsflnu33B101b07bl 

Method BLASTX 

NCBI GI g4512263 

BLAST score 520 

E value 4.0e-53 

Match length 128 

% identity 78 

NCBI Description (AB018526) H+/Ca2+ exchanger 2 [Ipomoea nil] 

Seq. No. - 236620 

Seq. ID uC-gsflnu33B101c03bl 

Method BLASTX 

NCBI GI gll72995 

BLAST score 268 

E value 2.0e-23 

Match length 107 

% identity 52 

NCBI Description 60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicusj 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

236621 

uC-gsflnu33B101d03bl 
BLASTX 
g544370 
203 

7.0e-16 
55 
64 

GARl PROTEIN >gi_422064_pir_S33691 GARl protein - fission 
yeast (Schizosaccharomyces pombe) >gi_297009_emb_CAA7 9628 
(Z19576) snoRNP protein GARl [Schizosaccharomyces pombe] ~ 
>gi_1799516_dbj_BAA1914 3_ (AB000537) snoRNP protein GAR 1 
[Schizosaccharomyces pombe] >gi_21044 50_emb_CAB08787_ 
(Z95397) Garlp [Schizosaccharomyces pombe] " 
>gi_28424 63_emb_CAA16841.1_ (AL021747) garl protein; small 
nucleolar rnp required for pre-mrna for pre-mrna processing 
[Schizosaccharomyces pombe] 

Seq. No. 236622 

Seq. ID uC-gsflnu33B101dllbl 

Method BLASTX 

NCBI GI g3096945 

BLAST score 4 00 

E value 5.0e-39 

Match length 110 

% identity 73 

NCBI Description (AL023094) putative auxin-regulated protein [Arabidopsis 
thaliana] 



34313 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAS;T score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236623 

^uC-gsflnu33B101e02bl 

BLASTX 

g3128209 

681 

8.0e-72 

166 

41 

{AC004077) unknown protein [Arabidopsis thaliana] 
236624 

uC-gsflnu33B101f03bl 

BLASTX 

g3023817 

466 

l.Oe-46 

96 

92 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR (G6PD) >gi_14 8034 4_eitib_CAA67782_ (X99405) 
glucose-6-phosphate dehydrogenase [Nicotiana tabacum] 

236625 

uC-gsflnu33B101f07bl 

BLASTX 

g2136348 

142 

l.Oe-08 

95 

36 

UDP-galactose transporter related isozyme 3 - human 
>gi_1669564_dbj_BAA13527_ (D87991) UGTrell [Rattus rattus] 

236626 

uC-gsflnu33B101f08bl 

BLASTX 

g4454471 

190^ 

2.0e-14 

107 

42 

(AC006234) 
thaliana] 



putative G protein coupled receptor [Arabidopsi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236627 

uC-gsflnu33B101h07bl 

BLASTX 

g464980 

401 

4.0e-39 

76 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 



Seq. No. 



236628 



34314 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value " 
Match length 
% identity 
NCBI Description 



uC-gsflnu33B107a07bl 

BLASTX 

g2695711 

211 

'6.0e-17 , 

57 

63 

(AJ001370) cytochome b5 (Olea europaea] 
236629 

uC-gsflnu33B107bl0bl 

BLASTX 

g3426036 

242 

2.0e-20 

144 

43 

(AC005168) unknown protein [Arabidopsis thaliana] 
236630 

uC-gsflnu33B107bl2bl 

BLASTX 

gl946372 

267 " - 

2.0e-23 

82 

65 

(U93215) yeast hypothetical protein YDB1_SCHP0 isolog 
[Arabidopsis thaliana] 



236631 

uC-gsflnu33B107c08bl 

BLASTX 

g3785973 

171 

5.0e-12 

49 

76 

(AC005560) putative homeobox protein [Arabidopsis thaliana] 



Seq. No. 236632 

Seq. ID uC-gsflnu33B107cl0bl 

Method BLASTX 

NCBI GI g4580523 

BLAST score 136 

E value l.Oe-08 

Match length 32 

% identity 84 

NCBI Description (AF036305) scarecrow-like 8 [Arabidopsis thaliana] 

Seq. No. 236633 

Seq. ID uC-gsflnu33B107g07bl 

Method BLASTX 

NCBI GI g4388726 

BLAST score 14 8 

E value 2.0e-09 

Match length 40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Descrip^iion 



34315 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
'Method 
NCBI GI ' 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



72 

(AC006413) putative 12-oxophytodienoate-lO, 11-reductase 
[Arabidopsis thaliana] 

236634 

uC-gsflnu33B107h02bl 

BLASTX 

g3935174 

182 

2.0e-13 

131 

37 

(AC004557) F17L21.17 [Arabidopsis thaliana] 
236635 

uC-gsflnu33B1.07h03bl 

BLASTX 

g4544462 

555 

4.0e-57 

140 

75 

(AC006580) putative NAM protein [Arabidopsis thaliana] 
236636 

uC-gsf lnu33B107h05bl 

BLASTX 

g4406815 

490 

2.0e-49 

156 

65 

(AC006201) putative peptide methionine sulfoxide reductase 
[Arabidopsis thaliana] 

236637 

uC-gsflnu33B107hllbl 

BLASTX 

g2959781 

650 

3.0e-68 

157 

78 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
236638 

uC-gsflnu33B108al2bl 

BLASTX 

g4325369 

152 

3.0e-10 

47 

60 

(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 
236639 

uC-gsflnu33B108b08bl 



34316 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match • length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 



BLASTX 

g2760321 

466 

9.0e-47 - 

129 

73 

(AC002130) F1N21.6 [Arabidopsis thaliana] 
236640 

uC-gsflnu33B108c01bl 

BLASTX 

g2894308 

181 

2.0e-13 

42 

18 

(AJ223330) polyubiquitin [Nicotiana tabacum] 
236641 

uC-gsflnu33B108d01bl 

BLASTX 

gl363484 

341 

5.0e-32 
103 

IAA13 protein - Arabidopsis thaliana >gi_972929 (U18415) 
IAA13 [Arabidopsis thaliana] >gi_2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 

236642 

uC-gsflnu33B108dl0bl 

BLASTX 

g2342724 

244 

7.0e-21 

59 

80 

(AC002341) unknown protein [Arabidopsis thaliana] 
236643 

uC-gsflnu33B108e08bl 

BLASTX 

g3334244 

380 

l.Oe-36 

88 

80 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi^2113825_emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 

236644 

uC-gsflnu33B108el2bl 
BLASTX 
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NCBI GI g2262118 

BLAST score 140 

E value 5.0e-09 

Match length 35 

% identity 80 

NCBI Description (AC002343) cell 
thaliana] 



division protein isolog [Arabidopsis 



Seq. No. 


236645 


Seq. ID 


y o i. LI J JO J. V O J. U 4 L/ X 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


156 


E value 


3.0e-10 


Match length 


48 


% identity 


5 6 


NCBI Description 


\ J. 1 J liy^uLiitJLxudi protein LAraDiaopsis thaliana] 


Seq. No. 


236646 

w \J \J Tl \J 


Seq. ID 


y o ixnu joDiuogiiDl 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


468 


E value 


5.0e-47 . ' 


Match length 


129" 


% identity 


69 


NCBI Description 


(AL021684) receptor protein kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


236647 


Seq. ID 


uC-gsflnu33B108h04bl 


Method 


BLASTX 


NCBI GI 


g2244835 


BLAST score 


283 


E value 


3.0e-25 



Match length 91 

% identity • 62 

NCBI Description (Z97337) protein kinase homolog [Arabidopsis thaliana] 

Seq. No. 236648 

Seq. ID uC-gsflnu33B109aQ2bl 

Method BLASTX 

NCBI GI g4006829 

BLAST score 459 

E value 9.0e-46 

Match length 168 

% identity ,55 

NCBI Description {AC005970) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 236649 

Seq. ID uC-gsflnu33B109b02bl 

Method BLASTX 

NCBI GI g3135274 

BLAST score 196 

E value 3.0e-15 

Match length 76 

% identity 53 
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NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. ' 
Seq. ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



(AC003058] 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236650 

uC-gsflnu33B109d01bl 

BLASTX 

g3738283 

402 

3.0e-39 

82 

85 



(AC005309) unknown protein [Arabidopsis thaliana] 
236651 

uC-gsflnu33B109d04bl 
BLASTX 
g3461817 
178 

6.0e-13 
64 

56 *: 

(AC004138) unknown protein [Arabidopsis thaliana] 
236652 

uC-g.sflnu33B109e02bl 
BLASTX 
g3785999 
349 

6.0e-33 

91 - . 

73 

(AC005499) putative peptidyl-prolyl cis-trans isomerase 
[Arabidopsis thaliana] 

236653 

uC-gsflnu33B109f02bl 

BLASTX 

g4006914 

246 

8.0e-21 

72 

71 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 

236654 

uC-gsflnu33B109f03bl 

BLASTX 

gll73043 

308 

4.0e-28 

65 

92 

60S RIBOSOMAL PROTEIN L38 >gi_47944 l_pir S33899 ribosomal 
protein L38 - tomato (cv. Moneymaker) 

>gi_313027_emb_CAA49599_ {X69979) ribosomal protein L38 
[Lycopersicon esculentum] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. - 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity ^- 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



236655 * 

uC-gsflnu33B109f09bl 
BLASTX 
g2213584 - 
443 

6.0e-44 
143 
58 

(AC000348) T7N9.4 [Arabidopsis thaliana] 
236656 

uC-gsflnu33B109g04bl 
BLASTX 
g2459429 
218 

8.0e-18 
106 
42 

(AC002332) unknown protein [Arabidopsis thaliana] 
236657 

uC-gsflnu33B109h05bl 
BLASTX 
g2088816 
164 

3.0e-ll 

131 
36 

(AF003383) ZC250.3 gene product [Caenorhabditis elegans] 
236658 

uC-gsflnu33B110a09bl 
BLASTX 
g2494264 
432 

l.Oe-42 

' 162 
54 

HYPOTHETICAL 66.0 KD GTP-BINDING PROTEIN SLR1105 
>gi_1651837_dbj_BAA16764_ (D90900) elongation factor EF-G 
[Synechocystis sp.] 

236659 

uC-gsflnu33B110bllbl 

BLASTX 

g3790575 

193 

9.0e-15 

117 

42 

{AF078825) RING-H2 finger protein RHA3b [Arabidopsis 
tnalianaj ^ 

236660 V 

uC-gsflnu33B110fllbl 
BLASTX 
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NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
- BLAST score 
E value* 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3738325 

570 , 

8.0e-59 

158 

73 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 

236661 

uC-gsflnu33B110g08bl 

BLASTX 

g3025299 

576 

2.0e-59 

166 

68 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
(AF002109) ABCl isolog [Arabidopsis thaliana] 

236662 

uC-gsflnu33Bllla09bl 

BLASTX 

g3024516 

724 

8.0e-77 
143 

99 . - 

RAS-RELATED PROTEIN RABllC >gi_2160157 (AC000132) Strong 
similarity to A. thaliana ara-2 (gb_ATHARA2) . ESTs 
gb_ATTS2483,gb_ATTS2484,gb_AA042159 come from this gene. 
[Arabidopsis thaliana] >gi_2231303 (U74 669) ras-related 
small GTPase [Arabidopsis thaliana] 

236663 

uC-gsflnu33Blllbllbl 

BLASTX 

g2764574 

335 

2.0e-31 

97 

68 

(AJ001009) pore protein of 24 kD (OEP24) [Pisum sativum] 
236664 

uC-gsflnu33Blllc06bl 

BLASTX 

g2414584 

195 . 

7.0e-15 

101 

42 

(Z99292) dna repair protein [Schizosaccharomyces pombe] 
236665 

uC-gsflnu33Blllcllbl 

BLASTX 

g3242715 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



220 

3.0e-18 

60 ' ■ 
73 

(AC003040) hypothetical protein [Arabidopsis thaliana] 
236666 

uC-gsflnu33Bllld04bl 

BLASTX 

g4432821 

196 

6.0e-15 

123 

39 

{AC0p6593), putative transmembrane protein [Arabidopsis 
thaliana] 

236667 

uC-gsflnu33Bllld08bl 

BLASTX 

gll3116 

573 

4.0e-59 ' 

175" 

60 

ATP-CITRATE ( PRO-S-) -LYASE (CITRATE CLEAVAGE ENZYME) 
>gi_111396_pir_A35007 ATP citrate (pro-S) -lyase (EC 
4.1.3.8) - rat >gi_203490 (J05210) ATP citrate-lyase 
[Rattus norvegicus] 

236668 

uC-gsflnu33Bllle08bl 

BLASTX 

g3236259 

736 

3.0e-78 

163 

82 

(ACG046841 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis- 



236669 

uC-gsflnu33Blllel2bl 

BLASTX 

g4049347 

418 

6.0e-41 

169 

50 

(AL034567) putative protein [Arabidopsis thaliana] 
236670 

uC-gsflnu33Blllg03bl 

BLASTX 

g3024491 

206 

4.0e-16 



34322 



Match length 112 
% identity 38 

NCBI Description PEROXISOMAL FARNESYLATED PROTEIN >gi_627824_pir A54090 PxF 

protein - Chinese hamster >gi_529146^([J05959) PxF 
[Cricetulus griseus] 

Seq. No. 236671 

Seq. ID uC-gsflnu33Blllg04bl 

Method BLASTX 

NCBI GI g4558591 

BLAST score 585 

E value l.Oe-60 

Match length 132 

% identity 83 

NCBI Description (AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

236672 

uC-gsflnu33Blllg08bl 
BLASTX 
g4545262 
212 

5.0e-17 - ■ . 

41 
98 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

236673 

uC-gsflnu33Blllh07bl 
BLASTX 
g4098129 
389 

l.Oe-37 
73 
100 

(U73588) sucrose synthase [Gossypium hirsutum] 



Seq. No. 236674 

Seq. ID uC-gsflnu33B112b01bl 

Method BLASTX 

NCBI GI g4415921 

BLAST score 4 66 

E value l.Oe-46 

Match length 139 

% identity 61 

NCBI Description ' (AC006282) putative glucbsyl transferase [Arabidopsis 
thaliana] 

Seq. No. 236675 

Seq. ID uC-gsflnu33B112b06bl 

Method BLASTX 

NCBI GI g602076 

BLAST score - 197 

E value 2.0e-15 

Match length 39 

% identity 25 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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NCBI Description (X77456) pentameric polyubiquitin [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236676 

uC-gsflnu33B112bl0bl 

BLASTX 

g3152572 

215 

3.0e-17 

91 

49 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 

236677 

uC-gsflnu33B112cllbl 

BLASTX 

gl200256 

577 

8.0e-60 

113 

93 

(X90990) stpkl protein kinase [Solanum tuberosum] 

236678 ' ^ 

uC-gsflnu33B112d05bl 

BLASTX 

g2244734 

481 ' * 

2.0e-48 

94 

98 

(D88414) actin [Gossypium hirsutum] 
236679 

uC-gsflnu33B112d06bl 

BLASTX 

gl944575 

554 

2.0e-59 

129 

84 

(294058) pectinesterase [Lycopersicon esculentum] 
236680 

uC-gsflnu33B112e02bl 

BLASTX 

g4006882 

30.9 

3.0e-28 

72 

75 

(Z99707) UDP-glucuronyltransferase-like protein 
[Arabidopsis thaliana] 

236681 

uC-gsflnu33B112e05bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
p % identity 

NCBI Description 

^ Seq. No. 

^ Seq. ID 

=C Method 

p NCBI GI 

lI BLAST score 
E value 
Match length 

= " % identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. .No. 
Seq. ID 
Method 



BLASTX 

g2088647 

249 

2.0e-26 

98 

67 

{AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 {AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

236682 

uC-gsflnu33B112f02bl 

BLASTX 

g4006868 

353 

2.0e-33" 

150 

56 

{Z99707) putative protein [Arabidopsis thaliana] 
236683 

uC-gsflnu33B112g05bl 

BLASTX 

g2499773 

267 

2.0e-23 

112 

46 

4 6 KD FK506-BINDING NUCLEAR PROTEIN ( PEPTIDYL-PROLYL 
CIS-TRANS ISOMERASE) (PPIASE) >gi_1079010_pir_A55320 
immunophilin FKBP46 - fall armyworm >gi_595845 (U15038) 
immunophilin FKBP4 6 [Spodoptera frugiperda] 

236684 

uC-gsflnu33B112hl2bl 

BLASTX 

g4455258 

281 

6.0e-25 

102 

48 

(AL035523) acid phosphatase-like protein [Arabidopsis 
thaliana] 

236685 

uC-gsflnu33B113a04bl 

BLASTX 

g3860333 

385 

3.0e-37 

119 

61 

(AJ012693) basic blue copper protein [Cicer arietinum] 
236686 

uC-gsflnu33B113c01bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%■ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g4539329 
635 

2.0e-66 

137 - 
80 

(AL035679) ES43 like protein [Arabidopsis thaliana] 
-236687 

uC-gsflnu33B113c06bl 

BLASTX 

g28 64 610 

348 

8.0e-33 

103 

64 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049336_emb_CAA22561_ (AL034567) putative protein 
[Arabidopsis thaliana] 

236688 

uC-gsflnu33B113cl2bl 

BLASTX 

g461812 

475 

l.Oe-47 
156" 

56 < ' 

CYTOCHROME P4 50 72 (CYPLXXII) (PROBABLE 

GERANIOL-IO-HYDROXYLASE) (GEIOH) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_4 45604_prf_1909351A cytochrome P450 [Catharanthus 

roseus] 

236689 

uC-gsflnu33B113d07bl 

BLASTX 

g4056552 

444 

4'.0e-44 

120 

62 

(AL034583) putative nucleotide binding protein 
[Schizosaccharomyces pombe] 

236690 

uC-gsflnu33B113dl0bl 

BLASTX 

gl619300 

717 

4.0e-76 

150 

92 

(X95269) LRR protein. [Lycopersicon esculentum] 
236691 

uC-gsflnu33B113e03bl 
BLASTX 
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*g4455234 


BLAST score 


344 


E value 


2.0e-32 


Match length 


99 


% identity 


69 ** 


NCBI Description 


\j-i±jv/j^ j; ^uLdLj-ve protein LAraoiuopsis tnaliana] 


Seq. No. 


236692 


Seq. ID 


uC-gsf lnu33B113e08bl 


Method 


BLASTX 


NCBI GI 


g4103952 


BLAST score 


624 


E value 


3. Oe-65 


Match length 


153 


% identity 


73 


NCBI Description 


(AF029980) A37 fArahi Hnnci-i -l-ha 1 i =n=i 1 -s^i /iimQc:/) 




\j £. ± } J / L"-E- ciijiuopsis una±ianaj 


Seq. No. 


236693 


Seq. ID 


uC-asf lnu33B113el2bl 


Method 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


205 


E value 


4.0e-16 


Match length 


108 


% identity 


4 3 


NCBI Description 


vr^oui JO uidnscripuion racuor ihiijj LNicotiana tabacuiu] 


Seq. No. 


236694 


Seq. ID 


uC-gsf lnu33B113hllbl 


Method 


BLASTX 


NCBI GI 


g3860323 


BLAST score 


372 


E value 


1 . Oe-35 


Match length 


78 


% identity 


87 


NCBI Description 


\c\u\j A.£.v>oo ) iiypu Liie txcax procem [Licer arietinuiuj 


Seq. No. 


236695 


Seq, ID 


uC-gsf lnu33B113hl2bl 


Method 


BLASTX 


NCBI GI 


g4567309 


BLAST score 


334 


E value 


4 .Oe-31 


Match length 


125 


% identity 


54 


NCBI Description 


w w» J? J u / iiypu Hits Lxudi protein iAraDiaopsis tnaliana] 


Seq. No. 


236696 


Seq. ID 


uC-asf lnu33B114a06bl 


Method 


BLASTX 


NCBI GI 


g4580391 


BLAST score 


236 


E value 


9.0e-20 


Match length 


62 


% identity 


68 


NCBI Description 


{AC007171) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Sejq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.236697 

uC-gsf lnu33B114a09bl 

BLASTX 

g2224933 

255 

6.0e-22 

73 

68 

(AF004216) ethylene-insensitive3 [Arabidopsis thaliana] 
>gi_2224935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 

236698 

uC-gsflnu33B114b03bl 

BLASTX 

g4220485 

338 

7.0e-32 

115 

56 

{AC006069) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236699 

uC-gsflnu33B114b09bl " 

BLASTX 

g2760320 

314 

6.0e-29 

99 

65 

{AC002130) F1N21.4 [Arabidopsis thaliana] 
236700 

uC-gsflnu33B114bl2bl 

BLASTX 

g282964 

387 

2.0e-37 

140 

65 

transforming protein (myb) homolog {clone myb.Ph3) - garden 
petunia >gi_20563_eiTib_CAA78386_ (Z13996) protein 1 [Petunia 
X hybrida] 

236701 

uC-gsflnu33B114c04bl 

BLASTX 

g3598857 

205 

2.0e-16 

95 

42 

(AF072447) short-chain alcohol dehydrogenase [Ipomoea 
trif ida] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
.Method 
NCBI GI ^" 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



236702 

uC-gsflnu33B114e03bl 

BLASTX 

g2660670 

265 

3.0e-23 

92 

54 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 

236703 

uC-gsflnu33B114e04bl 

BLASTX 

g4455198 

246 

4.0e-21 

58 

84 

(AL035440) putative protein [Arabidopsis thaliana] 
236704 

uC-gsflnu33B115b03bl 

BLASTX 

g4455342 

345 

l.Oe-32 

110 

62 

(AL035522) 0-methyltransf erase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236705 

uC-gsflnu33B115b04bl 

BLASTX 

g4455217 

385 

3.0e-37 

77 

86 

(AL035440) 
thaliana] 



Avr9 elicitor response like protein [Arabidopsis 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 



236706 

uC-gsflnu33B115cllbl 

BLASTX 

g2 8,5-2 8 6 

352 

2,0e-33 

131 

50 

flavonol 4 ' -sulf ©transferase 
236707 

uC-gsflnu33B115d05bl 

BLASTX 

g3775999 



- Flaveria chloraefolia 
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BLAST scpre 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



244 

l.Oe-20 
110 

52 

(AJ010463) RNA helicase [Arabidopsis thaliana] 
236708 

uC-gsflnu33B115e09bl 

BLASTX 

g4219092 

277 

2.0e-24 

75 

72 

(AF117707) putative copper/zinc superoxide dismutase copper 
chaperohe precursor [Lycopersicon esculentum] 

236709 

uC-gsflnu33B115ellbl 

BLASTX 

gl076291 

378 

l.Oe-36 

95 

75 

amino acid transporter AATl - Arabidopsis thaliana 

>gi_2 911069_emb_CAA17531_ (AL021960) amino acid transport 

protein AATl [Arabidopsis thaliana], 

236710 

uC-gsflnu33B115f02bl 

BLASTX 

g2832629 

182 

2.0e-13 

87 

45 

(AL021711) 
thaliana] 



4-coumarate-CoA ligase - like [Arabidopsis 



236711 

uC-gsflnu33B115f08bl 

BLASTX 

g3241945 

269 

9.0e-24 

76 

57 

(AC004 625) unknown protein [Arabidopsis thaliana] 
236712 

uC-gsflnu33B115g02bl 

BLASTX 

g3335378 

303 

l.Oe-27 
72 



34330 



-% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



76 

(AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 

236713 

uC-gsflnu33B115g04bl 

BLASTX 

g2570338 

213 

6.0e-17 

69 

61 

{U90927) glyoxalase II isozyme [Arabidopsis thaliana] 
236714 

uC-gsflnu33B115g05bl 

BLASTX 

g2245131 

197 

3.0e-15 

58 

74 

•(Z97344) hypothetical protein [Arabidopsis thaliana] 
236715 

■uC-gsflnu33B115g07bl 

BLASTX 

gl495806 

255 

6.0e-22 

117 

44 

(X95514) lipoxygenase [Solanum tuberosum] 
236716 

uC-gsflnu33B115h07bl 

BLASTX 

g4567248 

199 

2.0e-16 

95 

49 

{AC007070) unknown protein [Arabidopsis thaliana] 
236717 

uC-gsflnu33B126al2bl 
BLASTX . ^ , 

g2708745 
438 

l.Oe-43 

96 

49 

(AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 

236718 

uC-gsflnu33B126b01bl 



34331 



Method 

liCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4539314 

194 

2.0e-15 

59 

64 

(AL035679) kinesin like protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



236719 

uC-gsflnu33B126b08bl 
BLASTX 
g629602 
243 

8,0e-31 . ' 

90 
76 

NCBI Description probable imbibition protein - wild cabbage 

>gi_488787_emb_CAA55893_ {X79330) putative imbibition 
protein [Brassica oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



236720 

uC-gsflnu33B126fl2bl 

BLASTX 

g2673914 

314 

8.0e-29 

154 

49 

. (AC002561) hypothetical protein [Arabidopsis thaliana] 
236721 

uC-gsflnu33B126gllbl 

BLASTX 

gl778376 

604 

7.0e-63 

148 . 
78 

(U81288) PSRT17-1 [Pisum sativum] 
236722 

uC-gsflnu33B126h04bl 

BLASTX 

g3831467 

161 

3.0e-ll 

78 

40 

(AC005700) putative beta-amylase [Arabidopsis thaliana] 
236723 

uC-gsflnu33B126hl0bl 

BLASTX 

gl769907 

142 

l.Oe-08 
32 



34332 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(X92975) xyloglucan ,endo-transglycosylase [Arabidopsis 
thaliana] 

236724 

uC-gsflnu33B127b02bl 

BLASTX 

g2501449 

216 

4.0e-20 

61 

90 

UBIQUITIN-LIKE PROTEIN SMT3 >gi_1668773_emb_CAA67922_ 
(X99608) ubiquitin-like protein [Oryza sativa] ~ 

236725 

uC-gsflnu33B127b06bl 

BLASTX 

gl402916 

192 

l.Oe-14 

66 

64 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb_CAA6731lJ^' (X98775) peroxidase ATPi2a 
[Arabidopsis thaliana] 

236726 

uC-gsflnu33B127b08bl ' • 

BLASTX 

gl771780 

315 

6.0e-29 

57 

98 

(Y10024) ubiquitin extension protein [Solanum tuberosum] 
236727 

uC-gsflnu33B127c04bl 

BLASTX 

g2160322 

201 

8.0e-16 

58 

66 

(D16139) cytoJcinin binding protein CBP57 [Nicotiana 
sylvestris] 



Seq. No. 236728 

Seq. ID uC-gsflnu33B127c07bl 

Method BLASTX 

NCBI GI g548852 

BLAST score 171 

E value 2.0e-12 

Match length 4 0 

% identity 80 

NCBI Description 40S RIBOSOMAL PROTEIN S21 >gi_481227_pir_S38357 ribosomal 



34333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



protein S21 - rice >gi_303839_dbj_BAA02158 (D12633) 40S 
subunit ribosomal protein [Oryza sativa] ~ 

236729 

uC-gsflnu33B127cl0bl 
BLASTX 
g3122572 
739 

l.Oe-78 
143 
97 

NADH-UBIQUINONE OXIDOREDUCTASE 15 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 
SUBUNIT) >gi_1084434_pir_S52737 NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

236730 

uC-gsflnu33B127g02bl 

BLASTX 

g2213584 

338 

8.0e-32 

120 

58 

(AC000348) T7N9.4 [ArabidJpsis thaliana] 
236731 

uC-gsflnu33B127gllbl 

BLASTX 

g4539010 

143 

7.0e-09 

131 

39 

{AL04 9481) putative DNA-directed RNA polymerase 
•> [Arabidopsis thaliana] 

236732 

uC-gsflnu33B128b07bl 

BLASTX 

g2342676 

568 

l.Oe-58 

129 

81 

(AC000106) Strong similarity to Oryza NADPH oxidase 
(gb_X93301). [Arabidopsis thaliana] 

236733 

uC-gsflnu33B128c04bl 

BLASTX 

g3395431 

378 

2.0e-36 
85 



34334 



% identity 84 

NCBI Description (AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



236734 

uC-gsflnu33B128c06bl 

BLASTX 

g3033375 

305 

7.0e-28 

128 

48 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



236735 

uC-gsflnu33B128d02bl 

BLASTX 

g3834322 

268 

l.Oe-23 

87 

61 

(AC005679) 
thaliana] 



EST gb_R30300 comes from this gene. [Arabidopsis 



236736 

uC-gsflnu33B128dllbl 

BLASTX 

g2832304 

347 

6.0e-33 

115 

60 

(AF044489) 



receptor-like protein kinase [Oryza sativa]. 
236737 

uC-gsflnu33B128ellbl 

BLASTX 

g2129921 

178 

4.0e-13 

35 

94 

hypothetical protein 1 - Madagascar periwinkle >gi 758694 
{U12573) putative [Catharanthus roseus] ~ 

236738 

uC-gsflnu33B128f02bl 

BLASTX 

g4098246 

356 

6.0e-34 

116 

63 

(U76410) homeobox 2 protein 



[Lycopersicon esculentum] 



236739 



34335 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



uC-gsflnu33B128fl0bl 

BLASTX 

g3236241 

371 

l.Oe-35 

100 

66 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



236740 

uC-gsflnu33B128gl0bl 

BLASTX 

gll68470 

239 

4.0e-20 

109 

54 

PROTEIN KINASE APKIA >gi_282877_pir S28 615 protein kinase 

tyrosine/serine/threonine-specif ic (EC 2.7.1,-) - 
Arabidopsis thaliana >gi_217 829_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

236741 

uC-gsflnu33B129d05bl 

BLASTX 

g4 115383 

284 

2.0e-25 

119 

18 

(AC005967) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



236742 

uC-gsflnu33B129e01bl 

BLASTX 

g2062172 

379 

9.0e-37 

82 

83 

(AC001645) unknown protein [Arabidopsis thaliana] 
236743 

uC-gsflnu33B129e04bl 
BLASTX V . 
g2935298 
472 

2.0e-47 

97 

97 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 



Seq. No. 



236744 



34336 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length^. 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-gsfinu33B130a03bl 

BLASTX 

g3746060 

235 

l.Oe-19 

59 

68 

(AC005311) unknown protein [Arabidopsis thaliana] 
2367 45 

uC-gsflnu33B130a07bl 

BLASTX 

g2920706 

231 

4.0e-19 

97 

46 

(Y13568) beta-xylosidase [Emericella nidulans] 
236746 

uC-gsflnu33B130b04bl 

BLASTX 

g231660 

341 

4.0e-32 

131 . 
62 

HYPOTHETICAL 226 KD PROTEIN (ORE 1901) 
236747 

uC-gsflnu33B130d08bl 

BLASTX 

gl25393 

176 

7.0e-13 

101 

39 

HOMOSERINE KINASE (HK) >gi_79795_pir_S03743 homoserine 
kinase (EC 2.7.1.39) - Calothrix sp" >gi_4 3396_einb_CAA68576 
(Y00522) homoserine kinase (AA 1-307) [Calothrix PCC760i] " 

236748 

uC-gsflnu33B130f05bl 

BLASTX 

gl705930 

312 

l.Oe-28 
93 • 
68 

ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 1 
(ENDOPEPTIDASE CLP 1) >gi_l 00134 9_dbj_BAAl 08 36_ (D64006) 
ATP-dependent protease ClpP [Synechocystis sp.] 

236749 

uC-gsflnu33B130h09bl 

BLASTX 

g4234955 



34337 



BLAST score 217 

E value 2;0e-17 ' '-^ 

Match' length 109 

% identity 25 

NCBI Description (AF098971) NBS-LRR-like protein ' cD8 [Phaseolus vulgaris] 

Seq. No. 236750 

Seq. ID uC-gsflnu33B131a01bl 

Method BLASTX 

NCBI GI g3273243 

BLAST score 537 

E value 3. Oe-55 

Match length 120 

% identity 29 

NCBI Description (AB004660) NLS receptor [Oryza sativa] 



>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 


236751 




Seq. ID 


uv- y o i jLiiu J OD± o ± au4iD J. 




Method 


BLASTX 




■"NCBI GI 


gl518113 




BLAST score 


155 




E value 


7.0e-ll 




Match length 


52 




% identity 


54 




NCBI Description 


(U66193) SLL2 [Brassica 


napus] 


Seq. No, 


236752 ' 




Seq. ID 


uC-gsflnu33B131c01bl 




Method 


BLASTX 




NCBI GI 


g2462760 




BLAST score 


287 




E value 


8.0e-26 




Match length 


119 




% identity 


51 




NCBI Description 


(AC002292) Hypothetical 


protein [Arabidopsis thaliana] 


Seq. No. 


236753 




Seq. ID 


uC-gsflnu33B131e01bl 




Method 


BLASTX 




NCBI GI 


g4539351 




BLAST score 


255 




E value 


4.0e-22 




Match length 


116 




% identity 


44 




NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


236754 




Seq. ID 


uC-gsflnu33B131el2bl 




Method 


BLASTX 




NCBI GI 


g2865623 




BLAST score 


282 




E value 


2.0e-25 




Match length 


67 




% identity 


79 




NCBI Description 


(AF045286) 





34338 



GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
(Arabidopsis thaliana] 



Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAst score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . ' 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. :ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236755 

uC-gsflnu33B131f03bl 

BLASTX 

g3005931 

398 

9.0e-39 

129 

42 

(AJ005016) ABC transporter [Homo sapiens] 
236756 

uC-gsflnu33B131fl0bl 

BLASTX 

g3046995 

178 

3.0e-13 

86 

44 

{AF056717) ash212 [Homo sapiens] 
236757 

uC-gsflnu33B131h02bl 

BLASTX 

gl62r4 63 

250 

9.0e-22 

49 

88 

(U73104) laccase [Liriodendron tulipifera] 
236758 

uC-gsflnu33B131hl0bl 

BLASTX 

g2462748 

137 

9.0e-09 

27 

100 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

236759 

uC-gsflnu33B132el2bl 

BLASTX 

gl39799 

266 

2.0e-23 

102 

53 

XANTHINE 
>gi_8831 



DEHYDROGENASE 
emb CAA68409 



[Drosophila melanogaster] 



(XD) (ROSY LOCUS PROTEIN) 
(Y00308) xanthine dehydrogenase 



Seq. No. 



236760 



34339 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match • length 
% identity 
'NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method - 
NCBI GI 
BLAST score 



uC-gsflnu33B132g01bl 
■ BLASTX 
g2673912 
167 

9.0e-12 

46 

74 

(AC002561) unknown protein [Arabidopsis thaliana] 
236761 

uC-gsflnu33B132hl0bl 

BLASTX 

g4454051 

572 

4.0e-59 

139 

76 

(AL035394) 
thaliana] 



putative polygalacturonase [Arabidopsis 



236762 

uC-gsflnu33B132hl2bl 

BLASTX 

g4544427 

286 

2.0e-25 

76 

82 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 



236763 

uC-gsflnu33B133b03bl 

BLASTX 

g2827715 

280 

2.0e-25 

71 

77 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



236764 

uC-gsflnu33B133b07bl 

BLASTX 

gl498338 

366 

3.0e-35 

79 

95 

{U60502) actin [Glycine max] 
236765 

uC-gsflnu33B133fl2bl 

BLASTX 

gl29590 

567 



34340 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No_. 
Seq. ID* 
Method 
NCBI GI 
BLAST score 
E value 



9.0e-59 

116 

94 

PHENYLALANINE AMMONIA-LYASE >gi_99990_pir S17444 

phenylalanine ammonia -lyase (EC 4.3.1.5) 1 - alfalfa 
>gi_19650_emb_CAA41169_ (X58180) phenylalanine 
ammonia-lyase [Medicago sativa] 

236766 

uC-gsflnu33B133h09bl 

BLASTX 

g422029 

292 

2.0e-26 

66 

77 

transcription factor OBF3.2, ocs element-binding - maize 
>gi_297018_emb_CAA48904_ (X69152) ocs-element binding 
factor 3.2 [Zea mays] 

2367 67 . . 

uC-gsflnu33B134b08bl 

BLASTX 

g3242789 

515 

2.0e-52 

136 

76 

{AF055357) 
thaliana] 



respiratory burst oxidase protein D [Arabidops 



236768 

uC-gsflnu33B134bl2bl 

BLASTX 

g2244835 

261 

7.0e-23 

80 

64 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
236769 

uC-gsflnu33B134cl0bl 

BLASTX 

g4388727 

226 

9.0e-19 

76 

61 

(AC006413) hypothetical protein [Arabidopsis thaliana] 
236770 

uC-gsflnu33B135al0bl 

BLASTX 

gll74592 

343 

8.0e-53 



34341 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length , . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



104 
99 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden- pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 

236771 

uC-gsflnu33B135c08bl 

BLASTX 

g4220531 

152 

5.0e-10 

96 

36 

{AL035356) hypothetical protein [Arabidopsis thaliana] 
236772 

uC-gsflnu33B135h01bl 

BLASTX 

gl710664 

177 

4.0e-13 

4 9 ^- 
59 

DNA-DIRECTED RNA POLYMERASES I, II, AND III 7.0 
POLYPEPTIDE (ABCIO-ALPHA).. (RPB7.b) >gi_1082770 
RNA polymerase II - human >gi_717187_emb_CAA87 656 
RNA polymerase II [Homo sapiens] 



KD 

pir S53014 

(Z47727) 



236773 

uC-gsf lnu33B135h07bl 

BLASTX 

g2506788 

338 

7.0e-32 

98 

61 

GERANYLGERANYL TRANSFERASE TYPE II BETA SUBUNIT (RAB 
GERANYLGERANYLTRANSFERASE BETA SUBUNIT) (RAB 
GERANYL-GERANYLTRANSFERASE BETA SUBUNIT) (RAB GG 
TRANSFERASE) (RAB GGTASE) >gi_1332508_emb_CAA66638_ 
(X98001) geranylgeranyl transferase II [Homo sapiens] 

236774 

uC-gsflnu33B136a01bl 

BLASTX 

gl076317 

497 

2.0e-50 

116 

77 

dihydrodipicolinate synthase (EC 4.2.1.52) precursor - 
Arabidopsis thaliana 

236775 

uC-gsflnu33B136b09bl 
BLASTX 
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NCBI GI 
BLAST score 
-E" value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2288988 
231 

3.0e-19 
113 ■ 
41 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
236776 

uC-gsflnu33B136cl2bl 

BLASTX 

g4490303 

410 

4 .Oe-40 

99 

77 

(AL035678) putative protein [Arabidopsis thaliana] 
236777 

uC-gsflnu33B136d07bl 

BLASTX 

g3763933 

192 

4.0e-15 

67 

76 

{AC004450) unknown protein [Arabidopsis thaliana] 
236778 

uC-gsflnu33B136e02bl 

BLASTX 

gl35392 

153 

3.0e-10 

46 

63 

TUBULIN ALPHA-1 



CHAIN >gi_101808_pir S13336 tubulin 



alpha-1 chain - Emericella nidulans 



236779 

uC-gsfinu33B136e04bl 

BLASTX 

g2982268 

280 

4.0e-25 

57 

93 

(AF051217) 
mariana] 



probable 40S ribosomal protein S15 [Picea 



236780 

uC-gsflnu33B136g01bl 

BLASTX 

g3980377 

416 

7.0e-41 

140 

61 
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NCBI Description (AC004561) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236781 

uC-gsflnu33B136g07bl 

BLASTX 

g3522952 

394 

3.0e-38 
122 
62 

(AC0O4411) 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



236782 

uC-gsflnu33B137c07bl 

BLASTX 

g2739168 

267 

l.Oe-23 

87 

55 

(AF032386) 
tabacum] 



aldose-l-epimerase-like protein [Nicotiana 



Seq. No. 
Seq. ID 



236:783 

uC-gsflnu33B137c09bl 

BLASTX • < 

g3057150 

158 

5.0e-ll 

35 
43 

(AF059037) chaperonin 10 [Arabidopsis thaliana] 
236784 

uC-gsflnu33B137d04bl 

BLASTX : 
v-.g3237190 
177 

5.0e-13 

70 

53 

(AB014760) cystein proteinase inhibitor [Cucumis sativus] 
236785 

uC-gsflnu33B137e02bl 

BLASTX 

gll42621 

206 

2.0e-16 

51 

80 

(U18349) phaseolin G-box binding protein PG2 [Phaseolus 
vulgaris] 

236786 

uC-gsflnu33B137e03bl 



34344 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gll74595 

416 

6.0e-41 

105 

56 

TUBULIN BETA-1 CHAIN >gi_1076658_pir_S50747 beta-tubulin 
potato >gi_609268_einb_CAA83847_ (Z33382) beta-tubulin 
[Solanum tuberosum] 

236787 

uC-gsflnu33B137f01bl 

BLASTX 

g3915737 

255 

4.0e-22 

57 

89 

IMPORTIN ALPHA SUBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) importin alpha [Lycopersicon 
esculentum] 

236788 

uC-gsflnu33B137gl2bl 

BLASTX 

g3451074 

592 

2.0e-61 

135 

76 

(AL031326) putative protein [Arabidopsis thaliana] 
236789 

uC-gsflnu33B137hllbl 

BLASTX 

g2252841 

176 

2,0e-16 

81 

57 

{AF013293) No definition line found [Arabidopsis thaliana] 
236790 

uC-gsflnu33B138a09bl 

BLASTX 

gl495366 

234 

l.Oe-19 

134 

41 

(Z69370) nitrite transporter [Cucumis sativus] 
236791 

uC-gsflnu33B138b07bl 

BLASTX 

g4455364 

174 



34345 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-12 

42 

79 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] < 

236792 

uC-gsflnu33B138bl0bl 

BLASTX 

g2827528 

473 

2.0e-47 

132 

69 

(AL021633) predicted protein [Arabidopsis thaliana] 
236793 

uC-gsflnu33B138cl0bl 

BLASTX 

gl871192 

612 

8.0e-64 

127 

81 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

236794 

uC-gsflnu33B138cl2bl 

BLASTX 

gl279600 

433 

5.0e-43 

104 

77 

(Z71753) pectin methylesterase [Nicotiana plumbaginif olia] 
236795 

uC-gsflnu33B138dllbl 

BLASTX 

g4510368 

331 

2.0e-31 

138 

61 

(AC007017) putative transcription factor E2F5 [Arabidopsis 
thaliana]- 

** ■ ■ 

236796 

uC-gsflnu33B138f 12bl 

BLASTX 

g3860256 

177 

7.0e-13 

70 

54 

(AC4305824) putative tRNA isopentenylpyrophosphate 



34346 



transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236797 

uC-gsflnu33B138gllbl 

BLASTX 

g3747026 

216 

2.0e-17 

79 

44 

(AF093244) import protein Tiin9p [Saccharomyces cerevisiae] 
236798 

uC-gsflnu33B138h08bl 

BLASTX 

g3395441 

249 

2.0e-21 

69 

67 

(AC004 683) unknown protein [Arabidopsis thaliana] 
23'67 99 

uC--gsflnu33B138hllbl 

BLASTX * 

g584998 

312 

l.Oe-28 

107 

54 

FLAVONOID 3 5 • -HYDROXYLASE (F3'5'H) (CYTOCHROME P450 
LXXVA2) (P-450EG1) >gi_629713_pir_S43342 flavonoid 
hydroxylase cytochrome P450 - eggplant 

>gi_395261_emb_CAA50155_ (X70824) flavonoid hydroxylase 
(P450) [Solanum melongena] 

236800 

uC-gsflnu33B139a09bl 

BLASTX 

g3157949 

4 62 

2,0e-46 

104 

84 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

236801 

uC-gsflnu33B139b02bl 

BLASTX 

g3790587 

329 

l.Oe-30 

85 

79 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 



-34347 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236802 

uC-gsflnu33B140a09bl 

BLASTX 

g464981 

683 

4 .Oe-72 

142 

87 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubxquitin carrier protein [Lycopersicon esculentum] 

236803 

uC-gsflnu33B140b01bl 

BLASTX 

g2443886 

383 

4.0e-37 

91 

81 

(AC002294) Unknown protein [Arabidopsis thaliana] 
236804 

uC-gsflnu33B140b06bl^ 

BLASTX 

g3510254 

494 

5.0e-50 

108 

88 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 
236805 

uC-gsflnu33B14 0c01bl 

BLASTX 

gl771780 

430 

2.0e-42 

106 

78 

(Y10024) ubiquitin extension protein [Solanuin tuberosum] 
236806 

uC-gsflnu33B140d06bl 

BLASTX 

g323624'l 

365 

7.0e-35 
103 
71 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 



236807 

uC-gsflnu33B140dlObl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



•Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BI^ST score 

E value 

Mat'ch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 
g4545262 
147 

2.0e-09 
54 
52 

{AF118230) metallothionein-like protein [Gossypium 
hirsutism] 

236808 

uC-gsflnu33B140el2bl 

BLASTX 

g4336434 

380 

6.0e-37 

94 

77 

(AF092431) nodule-enhanced protein phosphatase type 2C 
[Lotus japonicus] 

236809 

uC-gsflnu33B140g08bl 

BLASTX 

g548770 

295 

4.0e-27 

60 

90 

60S RIBOSOMAL PROTEIN L3 >gi_4 81228_pir_S38359 ribosomal 
protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

236810 

uC-gsflnu33B141bl0bl 
BLASTX 
g4105772 
^ 202 
9.0e-16 
42 
49 

(AF049917) PGP9B [Petunia x hybrida] 
236811 

uC-gsflnu33B141cllbl 

BLASTX 

g3776084 

180 

4.0e-13 

77 

44 

(yi8251) NtN2 [Medicago truncatula] 
236812 

uC-gsflnu33B141cl2bl 

BLASTX 

g3894168 

235 



34349 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



l.Oe-19 

133 

36 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 

236813 

uC-gsf lnu33B14 ld09bl 

BLASTX 

gl709692 

461 

3.0e-46 

101 

84 

PEPTIDE METHIONINE SULFOXIDE REDUCTASE (PEPTIDE MET(O) 
REDUCTASE) (FRUIT-RIPENING PROTEIN E4) 

>gi_100204_pir JQ0988 DNA-binding E4 protein - Tomato 

236814 

uC-gsflnu33B141dl2bl 

BLASTX 

g2921323 

383 

7.0e-37 

"139 ' 
56 ' . 

(AF034112) beta-1, 3-glucanase 7 [Glycine max] 

236815 

uC-gsflnu33B141h04bl 

BLASTX 

g3169719 

255 

2.0e-22 

80 

66 

(AF007109) similar to yeast dcpl [Arabidopsis thaliana] 

236816 ^ - ■ 

uC-gsflnu33B142b04bl 

BLASTX 

g2632105 

144 

5.0e-09 

55 

58 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

236817 

uC-gsflnu33B142g02bl 

BLASTX 

g2702279 

283 

7.0e-26 
69 
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% identity 
NCBI Description 



78 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AC003033) putative phosphate transporter [Arabidopsis 
thaliana] >gi_2780345_dbj_BAA24280_ (AB000093) inorganic 
phosphate transporter [Arabidopsis thaliana] >gi 2914691 
(AC003974) putative phosphate transporter [Arabidopsis 
thaliana] ^ 

236818 

uC-gsflnu33B142g04bl 
BLASTX 
g4263519 
435 

3.0e-43 
89 
93 

{AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 

236819 

uC-gsflnu33B143a06bl 
BLASTX 
g584892 
354 

l.Oe-33 
123 
5 6 

SERINE CARBOXYPEPTIDASE I PRECURSOR (CARBOXYPEPTIDASE C) 
>gi_629805_pir_S43516 serine carboxypeptidase I - rice 
>gi_409580_dbj_BAA04510_ (D17586) serine carboxypeptidase 
[Oryza sativa] ^ 

236820 

uC-gsflnu33B14 3a07bl 

BLASTX 

g3287693 

617 

2.0e-64 

150 

73 

{AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb D90916. [Arabidopsis 
thaliana] ~ ^ 

236821 

uC-gsflnu33B143b09bl 

BLASTX 

g4567228 

268 

l.Oe-23 

74 

65 

(AC007119) unknown protein [Arabidopsis thaliana] 
236822 

. uC-gsflnu33B143d03bl 
BLASTX 
gl653395 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



362 

2.0e-34 

141 

50 

(D90913) PET112 [Synechocystis sp.] 
236823 

uC-gsflnu33B143e09bl 

BLASTX 

gl706263 

322 

7.0e-30 

129 

48 

CYSTEINE PROTEINASE 5 



PRECURSOR >gi_1222694 (L36205) CPS 



[Dictyostelium discoideum] 
236824 

uC-gsflnu33B14 3f02bl 

BLASTX 

gl076809 

459 

5.0e-46 
125 

78 ... 

H+-transporting ATPase.(EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 

236825 

uC-gsflnu33B14 3f06bl 

BLASTX 

g4426964 

331 

6.0e-31 

80 

71 

(AF126255) purple acid phosphatase precursor [Anchusa 
officinalis] 

236826 

uC-gsflnu33B14 3gl2bl 

BLASTX 

g4249384 

241 

3,0e-20 

99 

44 

(AC005966) Similar to gi_4056506 F3G5.25 nodulin-like 
protein from Arabidopsis thaliana BAC gb AC005896. 
[Arabidopsis thaliana] ~ 

236827 

uC-gsflnu33B143hl0bl 

BLASTX 

gll72977 

562 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
-^NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
- NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-58 
135 
81 

60S RIBOSOMAL PROTEIN LIS >gi_606970 (U15741) cytoplasmic 
ribosomal protein LIB [Arabidopsis thaliana] 

236828 

uC-gsflnu33B144a01bl 

BLASTX 

g2352084 

144 

6.0e-09 

77 

49 

(U96613) serine/threonine kinase [Arabidopsis thaliana] 
236829 

uC-gsflnu33B14 4b03bl 

BLASTX 

gll72004 

586 

8.0e-61 

134 

84 

PHENYLALANINE AMMONIA-LYASE >gi__134 5583_emb_CAA53581 
(X75967) phenylalanine ammonium lyase [Vitis vinifera] 

236830 

uC-gsflnu33B144c06bl 

BLASTX 

g2760362 

239 

2.0e-26 

75 

85 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 

236831 

uC-gsflnu33B144c08bl 

BLASTX 

g4455351 

150 

8.0e-10 

44 

57 

(AL035524) putative protein [Arabidopsis thaliana] 
236832 

uC-gsflnu33B14 4d01bl 

BLASTX 

g2995366 

172 

2.0e-12 

107 

36 

(AL022245) hypothetical protein [Schizosaccharomyces pombe] 



34353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ^ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq.' ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. fb 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236833 

uC-gsflnu33B144d09bl 

BLASTX 

g3776557 

150 

l.Oe-09 

55 
53 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

236834 

uC-gsflnu33B144e02bl 

BLASTX 

g974294 

203 

5.0e-16 

81 

52 

(U31309) LP6 [Pinus taeda] 
236835 

uC-gsflnu33B144e05bl 

BLASTX 

g3914997 

443 

5,0e-44 

130 

67 

ARGININE DECARBOXYLASE (ARGDC) (ADC) 

>gi_2129876_pir S59553 arginine decarboxylase (EC 

4.1.1.19) - garden pea >gi_609220_emb_CAA85773_ (Z37540)* 
arginine decarboxylase [Pisum sativum] 

236836 

uC"gsflnu33B14 4e06bl 

BLASTX 

g3193324 

334 

3.0e-31 

126 

42 

(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 22.80 and 35.84) 
[Arabidopsis thaliana] 

236837 

uC-gsflnu33B144g07bl 

BLASTX 

g4558673 

153 

3.0e-10 

108 

33 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



34354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



236838 

uC-gsflnu33B144g09bl 

BLASTX 

g2970051 

341 

3.0e-32 

69 

93 

{AB012110) ARGIO [Vigna radiata] 
236839 

uC-gsflnu33B144gl2bl 
BLASTX 

gl706917 ^ . - 

149 

l.Oe-09 

76 

37 

FLAVONOL SULFOTRANSFERASE-LIKE >gi_212958 6_pir S69188 

flavonol sulfotransferase - Arabidopsis thaliana 
>gi_833767_emb_CAA86850. 1_ (Z46823) Flavonol 
sulfotransferase [Arabidopsis thaliana] 

236840 

uC-gsflnu33B14 4h08bl 

BLASTX 

g3123264 

469 

4.0e-47 

121 

75 

60S RIBOSOMAL PROTEIN L27 >gi_2244857__emb_CAB10279 
(Z97337) hypothetical protein [Arabidopsis thaliana] 

236841 

uC-gsflnu33B145b01bl 

BLASTX 

g3182921 

334 

3.0e-31 

69 

90 

ASPARAGINE SYNTHETASE (GLUTAMINE-HYDROLYZING) 
(GLUTAMINE-DEPENDENT ASPARAGINE SYNTHETASE) >gi_1432054 
{U55873) asparagine synthetase [Oryza sativa] ~ 

>gi_1902992_dbj_BAA18951_ {D83378) asparagine synthetase 
[Oryza sativa] 

236842 

uC-gsflnu33B14 5c04bl 

BLASTX 

g2129622 

149 

4.0e-10 

47 

62 



34355 



NCBI Description immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) 'inununophilin [Arabidopsis thaliana] ~ • 



.Seq. No. 


236843 


Seq. ID 


uC-asf lnu33B145c05bl 


Method 


BLASTX 


NCBI GI 


a3643603 


BLAST score 


460 


E value 


4 . Oe-4 6 


Match length 


126 


% identity 


73 


NCBI Description 


( AC0053 95 ) unknown r>T"rit*fiin fAr-^H-i Hot^c -ie -j-K^i-jr?!*-.-*! 
\ * V ^ ^ y vTii ^j_vyucLii L aij-Luupo i o L.naj.ianaj 


Seq. No. 


236844 


Seq. ID 


uC-gsf lnu33B145d02bl 


Method 


BLASTX 


NCBI GI 


a2723477 


BLAST score 


617 


E value 


2 . Oe-64 


Match length 


149 


% identity 


80 


NCBI Description 


<"(D89824) GTP-bindina orol-p-in r Ar;:^h-i Hnr^Qi c i-ha i i or^a i 


Seq. No. 


236845 


Seq. ID 


uC-asf lnu33B14 5pn4hl 


Method 


BLASTX 


NCBI GI 


a4 45520? 


BLAST score 


458 


E value 




Match length 


146 


% identity 


60 


NCBI Description 


vr^jjv J ji 1 \j ; puLdLxve prouein L^^sDiuopsis tnalianaj 


Seq. No. 


236846 


Seq. ID 


uC-gsflnu33B145e06bl 


Method 


BLASTX 


NCBI GI 


gll72597 


BLAST score- 


226 


E value 


l.Oe-18 


Match length 


47 


% identity 


91 


NCBI Description 


WOUND-INDUCED BASIC PROTEIN >gi 81888 pir JS0731 



wound-inducible basic protein - kidney bean >gi_169365 
(L00625) basic protein [Phaseolus vulgaris] 
>gi_217 989_dbj_BAA02299_ (D12914) 5 . 8 kb basic protein 
[Phaseolus vulgaris] 



Seq. No. 236847 

Seq. ID uC-gsflnu33B145el0bl 

Method BLASTX 

NCBI GI g2662415 

BLAST score 173 

E value 2.0e-12 

Match length 56* 

% identity 54 

NCBI Description (U974 94) metallothionein-like protein [Prunus armeniaca] 



34356 



Seq. No. 

Seq. ID * V 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



236848 

uC-gsflnu33B14 5f01bl 

BLASTX 

g3980384 

351 

3.0e-33 

109 

61 

(AC004561) hypothetical protein [Arabidopsis thaliana] 
236849 

uC-gsflnu33B145f06bl 

BLASTX 

g21309 

341 

4.0e-32 

81 

42 

{X57955) 28kD RNA binding protein [Spinacia oleracea] 
236850 

uC-gsflnu33B14 5g05bl 

BLASTX 

g3152560 

176 

8.0e-13 

65 

51 

{AC002986) Strong similarity to ser/thr protein kinases, 
especially 'gb_X97980 from solanum berthaultii, gb_X90990 
from solanum tuberosum and gb_D10909 from A. thaliana. 
[Arabidopsis thaliana] 

236851 

uC-gsflnu33B145g06bl 
BLASTX 
g21309 
346 
-l.Oe-32 
79 
43 

(X57955) 28kD RNA binding protein [Spinacia oleracea] 
236852 

uC-gsflnu33B145hl0bl 

BLASTX 

gl223579 

215 

2.0e-17 

108 

52 

(X96481) cDNAlOl [Arabidopsis thaliana] 
236853 

uC-gsflnu33B14 6a01bl 

BLASTX 

g4559327 



-34357 



BLAST score 
E value 
Match length 
% identity ^ 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



316 . - 

3.0e-29 
108 
58 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
236854 

uC-gsflnu33B14 6al0bl 
BLASTX 
g3482967 
272 

l.Oe-24 
65 
74 

(AL031369) Protein phosphatase 2C-like protein [Arabidopsis 
thaliana] >gi_4 55934 5_gb_AAD2 3006 . 1_AC00 658 5_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

236855 

uC-gsf lnu33B14 6c06bl 

BLASTX. 

g81857 - 

221 

4.0e-18 - 

45 • . ' ■ - 

87 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_enib_CAA4 534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

236856 

uC-gsflnu33B14 6e02bl 

BLASTX 

g2129927 

306 

3.0e-28 

62 

92 

zeta-carotene desaturase precursor - pepper 
>gi_1176437_bbs_171885 zeta-carotene desaturase, 
CapZDS^phytoene desaturase homolog [Capsicum annuum, early 
ripening fruit, Peptide, 588 aa] 

236857 

uC-gsflnu33B14 6el0bl 
BLASTX 
'•g3915866 
555' 

3.0e-57 

120 

82 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE— TRNA LIGASE) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 

236858 

uC-gsflnu33B14 6f06bl 



(GLNRS) 



34358 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length. 

% identity 

NCBI. Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID I 
Method 
NCBI GI 



BLASTX 

g2288999 

153 

5.0e-i0 

127 

46 

-(AC002335) 



electron transfer flavoprotein ubiquinone 



oxidoreductase isolog [Arabidopsis thaliana] 
236859 

uC-gsflnu33B14 6fl2bl- 

BLASTX 

g3641647 

447 

l.Oe-44 

101 

78 

(AB006804) ACC synthase [Cucumis sativus] 
236860 

uC-gsf lnu33B14 6g01bl 

BLASTX 

g4240253 

141 

6.0e-09 

75 

41 

(AB020689) KIAA0882 protein [Homo sapiens] 
236861 

uC-gsflnu33B14 6g04bl 

BLASTX 

g4115913 

508 

l.Oe-51 
152 

61 ^ 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E=2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4539409_emb_CAB40042 . 1 
(AL04 9524) putative flavanone 3-beta-hydroxylase ~ 
[Arabidopsis thaliana] 

236862 

uC-gsronu33B001a07bl 

BLASTX 

g4106696 

262 

9.0e-23 

68 

72 

(AB021872) ribosome-sedimenting protein [Pisum sativum] 
236863 

uC-gsronu33B001a09bl 

BLASTX 

gl850546 



34359 



BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



241 

3.0e-20 
61 
74 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

236864 

uC-gsronu33B001c02bl 

BLASTX 

g4220469 

145 

5.0e-09 

51 

63 

(AC006069) putative receptor protein kinase, 5* partial 
[Arabidopsis thaliana] 

236865 

uC-gsronu33B001c04bl 

BLASTX 

gl36057 

510 

7.0e-52 

130 

75 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 
>gi_99499_pir_A32187 (S) -tetrahydroberberine oxidase - 
Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

236866 

uC-gsronu33B001cl0bl 

BLASTX 

gl907076 

378 

2.0e-36 " 

118 

60 

(Y07867) pirin [Homo sapiens] >gi_1907078 emb CAA69195 
(Y07868) pirin [Homo sapiens] ~ ~ 

>gi_4505823_ref_NP_003653.1_pPIR_ pirin 

236867 

uC-gsronu33B001f03bl 

BLASTX 

g2979549 

376 

4.0e-36 

128 

52 

(AC003680) putative 7- 
[Arabidopsis thaliana] 

236868 

uC-gsronu33B001g03bl 
BLASTX 



ethoxycoumarin 0-deethylase 



34360 



NCBI GI 

BLAST score* 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



g538607 
141 

l.Oe-11 

44 

89 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 4A - maize 
>gi_1885354 {U34727) superoxide dismutase 4A [Zea mays] 

236869 

uC-gsronu33B001g07bl 

BLASTX 

g3643611 

577 

l.Oe-59 

149 

70 

{AC005395) putative casein kinase [Arabidopsis thaliana] 
236870 

uC-gsronu33B001gl2bl 

BLASTX 

gll2863 

466 

7.0e-47 
117 - 
72 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 
>gi_100227_pir_S12'209 hypothetical protein - tomato 
>gi_19162_emb_CAA38979_ (X55193) 9612 [Lycopersicon 
^ esculentum] 

236871 

uC-gsronu33B001h08bl 

BLASTX 

gl362015 

201 

2.0e-15 

74 

58 

zinc finger protein 1 - Arabidopsis thaliana 

>gi_2129779_pir S71240 zinc finger protein 1 

thaliana >gi_790673 (L39644) zinc finger protein 
[Arabidopsis thaliana] >gi_1297186 (U53501) zinc finger 
protein 1 [Arabidopsis thaliana] 



- Arabidopsis 



236872 

uC-gsronu33B002c01bl 

BLASTX 

g3402687 

417 

6.0e-41 

123 
67 

(AC004 697) unknown protein [Arabidopsis thaliana] 
236873 

uC-gsronu33B002cl0bl 



34361 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gl706956 

368 

4.0e-35 

72 

97 

(U58283) cellulose synthase [Gossypium hirsutum] 
236874 

uC-gsronu33B002d07bl 

BLASTX 

g4510356 

326 

2.0e-30 

117 

53 

(AC006921) putative kinesin-related protein TKRP125 
[Arabidopsis thaliana] 

236875 

uC-gsronu33B002dl0bl 

BLASTX 

g2920706 

226 . 

l.Oe-18 

139 

41 

(.Y13568) . beta-xylosidase [Emericella nidulans] 
236876 

uC-gsronu33B002el0bl 

BLASTX 

g3688173 

637 

9.0e-67 

146 

78 

(AL031804) putative protein [Arabidopsis thaliana] 
236877 

uC-gsronu33B002g01bl 

BLASTX 

g3668079 

232 

5.0e-30 

114 

67 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
236878 

uC-gsronu33B002gllbl 

BLASTX 

g3834350 

149 

2.0e-09 

72 

40 



34362 



NCBI Description (AB010991) . 3b-hydroxylase [Lycopersicon esculentum] 



Seq. No. 


236879 


Seq. ID 


uC-gsronu33B002h05bl 


Method 


BLASTX 


NCBI GI 


g2244855 


BLAST score 


198 


E value 


2 . Oe-15 


Match length 


97 


% identity 


45 


NCBI Description 


(Z97337) hvDOthetical orotein TAr^^hi Honcii q i-hali^^nai 


Seq. No. 


236880 


Seq. ID 


uC-gsronu33B004a01bl 


Method 


BLASTX 


NCBI GI 


g2262111 


BLAST score 


234 


E value 


5 . Oe-24 


Match length 


81 


% identity 


65 


NCBI Description 


\r\\^\jKj £. ^ f i- -Lijx uvj J- uciiyui ogciieioc j.oOxog tH,raDiQopsis 




thaliana] 


Seq. No. 


236881 


Seq. ID 


uC-gsronu33B004a06bl 


Method' 


BLASTX 


NCBI GI 


g3377850 


BLAST score 


147 


E value 


8.0e-10 


Match length 


39 


% identity 


77 



NCBI Description (AF07 6274) contains simlarity to Canis familiaris signal 
peptidase complex 25 kDa subunit (GB:U12687) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236882 

uC-gsronu33B004a08bl 

BLASTX 

g4522005 

167 

l.Oe-11 

86 

41 

(AC007069) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



236883 

uC-gsronu33B004b02bl 

BLASTX 

g3242710 

282 

2.0e-25 

102 

62 

(AC003040) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



236884 



34363 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-gsronu33B004b04bl 
BLASTX 
gl922251 
372 

l.Oe-35 
79 
92 

(Y12072) farnesyl pyrophosphate synthase [Gossypium 
arboreum] 

236885 

uC-gsronu33B004d05bl 

BLASTX 

gl20669 

321 

6.0e-30 

63 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-pho.sphate dehydrogenase [Magnolia liliiflora] 

236886 

uC-gsronu33B004el0bl 

BLASTX 

g4006888 

355. 

8.0e-34 

104 

^ 62 r 
{Z99708) putative protein [Arabidopsis thaliana] 

236887 

uC-gsronu33B005a06bl 

BLASTX 

gll9150 

453 

3.0e-45 

92 

95 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_82081_pir_S10507 translation elongation factor eEF-1 
alpha chain - tomato >gi_19273_einb_CAA32618_ (X14449) EF 
1-alpha (AA. 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

236888 

uC-gsronu33B005c05bl 

BLASTX 

g4522004 

342 

3.0e-32 

123 

66 



34364 



NCBI Description (AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
•E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



236889 

uC-gsronu33B005d09bl 

BLASTX 

gll74870 

214 

4.0e-17 

59 

69 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 . 0 KD PROTEIN 
>gi_633685_einb_CAA55861_ (X79274) ubiquinol— cytochrome c 
reductase [Solanum tuberosum] 

236890 

uC-gsronu33B005dllbl 

BLASTX 

g2664210 

209 

l.Oe-16 

51 

73 

CAJ22264 4) 
thaliana] 



asparaginyl-tRNA synthetase [Arabidopsis 



236891 

uC-gsronu33B007b02bl 

BLASTX 

g3327269 

284 

l.Oe-25 

108 

55 

(AB015999) PKnl [Ipomoea nil] 
236892 

uC-gsronu33B007d05bl 

BLASTX 

gll73209 

142 

l.Oe-08 

58 

60 

40S RIBOSOMAL PROTEIN S16 >gi_541835_pir_S4 1193 ribosomal 
protein SI 6 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hifsutum] 

236893 

uC-gsronu33B007e02bl 

BLASTX 

g4467147 

412 

2.0e-40 

91 

89 



34365 



NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236894 

uC-gsronu33B007f05bl 

BLASTX 

g3924597 

140 

l.Oe-08 

59 

44 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
236895 

uC-gsronu33B007fl2bl 

BLASTX 

g4185819 

192 

7.0e-15 

47 

68 

(AF116845) 
batatas] 



metallothionein-like type 1 protein [Ipomoea 



236896 

uC-gsronu33B007g03bl ■ 

BLASTX 

gl22106 

410 

4.0e-40 

82 

100 

HISTONE H4 >gi_70771_pir_HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_einb_CAA24 924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914 
(Z79638) histone H4 homologue [Sesbania rostrata] ~ 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

236897 

uC-gsronu33B007h03bl 

BLASTX 

gll3621 

395 

l.Oe-38 

91 

86 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 



34366 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



, Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 
cytoplasmic aldolase [Zea mays] 

236898 

uC-gsronu33B008a09bl 

BLASTX 

g3023194 

708 

5.0e-75 

163 

94 

14-3-3-LIKE PROTEIN A 
[Glycine max] 



(SGF14A) >gi_1575725 (U70533) SGF14A 



236899 

uC-gsronu33B008b02bl 

BLASTX 

g3643088 

167 

3.ee-12 
52 

62 , - ' , 

(AF075581) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 

236900 

uC-gsronu33B008b06bl 

BLASTX 

g2342690 

293 

2.0e-26 
85 

71 . 

(AC000106) Similar to Homo copine I (gb_U8324 6) . 
[Arabidopsis thaliana] 

236901 

uC-gsronu33B008bl0bl 

BLASTX 

g629602 

321 

9.0e-42 

180 

49 

probable imbibition protein - wild cabbage 
>giv_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

236902 

uC-gsronu33B008c06bl 

BLASTX 

g3176660 

613 

7.0e-64 
159 



.34367 



% identity 


77 


NCBI Description 


vii^^wijjjj o-Lxiij-xdi Lo c4fvcjL/irt receptor protein kinase 




gD_ufi /u^y rrom A. tnaliana. [Arabxdop.sis thaliana] 


Seq. No. 


236903' 


Seq. ID 




Method 


BLASTX 


MOOT /*^T 


g3603473 


BLAST score 


206 


E value 


4.0e-16 


Match length 


76 


% identity 


57 


NCBI Description 


\AEu:?uDyoj eiicitor-responsive gene-3 [Oryza sativa] 


Seq. No. 


236904 


Seq. ID 


uC-asronu33Rnnftf:*n4h1 


Method 


BLASTX 


NCBI GI 


g4038352 


BLAST score 


239 


E value 


3.0e-20 


Match length 


101 


% identity 


47 


NCBI Description 


i/^rui^oyoi; oreast cancer resistance protein [Homo sapiei 


Seq. No. 


236905 


■ Seq. ID 




Method 


BLASTX 


NCBI ^GI 


g2739360 


BLAST score 


433 


E value 


9.0e-43 


Match length 


145 


% identity 


63 


NCBI Description 


} unKnown protein LArabidopsis thaliana] 




^y-'-_ou / jooo i/i^uuftfi tf^ J unKnown protein [Arabidopsis 




L-iiaxJ-ctlldJ 


Seq. No. 


236906 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2662415 


BLAST score 


173 


E value 


2 . Oe-12 


Match length 


56 


% identity 


54 


NCBI Description 


tuy/fiyqj metaiiotnionem-like protein [Prunus armeniaca] 


Seq. No. 


236907 


Seq. ID 


uC-asronu33Rnnfl f 1 1H1 


Method 


BLASTX 


NCBI GI 


g4455190 


BLAST score 


473 


E value 


2.0e-47 


Match length 


121 - 


% identity 


78 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


236908 



34368 . 



uC-gsronu33B008hl2bl 

BLASTX 

g7304 63 

321 

l.Oe-29 

102 

60 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yea 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454_ (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 


236909 




Seq. ID 


UV^ y ox OriU jODUU -?aU DD J. 




Method 


RT.A^TY 

OXtriO 1 A, 




IN ^ D X \jX 


g^; 4 DZ /OX 










E value 


o . ue— 4 u 




rjaucn j.engun 












NPRT Hoc; r"r i ni" 1 rin 


{U73175) carbamoyl phosphate synthetase small 


. subunit 




TArabidopsis thaliana] 




O • IM\J » 


^ O D ^ X U 




kjc:^ . XL/ 


uk^ gsronuj joui iauyox 






nxi/\o i A 




IN ^ O X OX 


gztJzyy^iD 






1 O D 




E value 


D . ue 1 4 




M;=ii~r'h Ipnrrt'h 


X X o 




St -1 Hpnt* 1 1" v 


4 9 




NCBI Description 


(AC002291) Hvoothet ira 1 nrnhPin f Ar-^^H-i Hor^c -i c 


thaliana] 


Seq. No. 


236911 




Seq. ID 


nP— rrcirrinn'^'^Rni 1 r-n'^HI 

y oX vjl IIX J J DVJ X X L. U X 




Method- 


BLASTX 




NCBI GI 


gl657948 




BLAST score 


378 




E value 


2.0e-36 




Match length 


138 




% identity 


89 




NCBI Description 


(U73466) MipC [Mesembryanthemum crystallinum] 




Seq. No. 


236912 




Seq. ID 


uC-gsronu33B011dO 6bl 




Method 


BLASTX 




NCBI GI 


g2642432 




BLAST score 


99 




E value 


6.0e-09 




Match length 


105 




% identity 






NCBI Description 


(AC002391) putative elicitor response element 


binding 




protein (WRKY3) [Arabidopsis thaliana] 


Seq. No. 


236913 





Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34369 



Seq. ID 
Method 
'NCB-I GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B011e07bl 

BLASTX 

g4204297 

269 

2.0e-23 

163 

47 

(AC003027) ADKl [Arabidopsis thaliana] 
236914 

uC-gsronu33B011e08bl 

BLASTX 

g2664210 

476 

9.0e-48 

100 

88 

(AJ222644) asparaginyl-tRNA synthetase [Arabidopsis 
thaliana] 

236915 

uC-gsronu33B011el0bl 

BLASTX 

g3334157 

4 95 

4.0e-50 
110 
84 • 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi_1220142_emb_CAA594 68_ (X85185) cyclophilin 
[Catharanthus roseus] 

236916 

uC-gsronu33B011f06bl 

BLASTX 

g267069 

369 

l.Oe-35 

67 ^ 
97 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
{M84 696) apha-2 tubulin [Arabidopsis thaliana] ~>gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

236917 

uC-gsronu33B011f07bl 

BLASTX 

gl408460 

269 

l.Oe-23 

65 

80 

(U40161) type 2A protein serine/threonine phosphatase 55 
kDa B regulatory subunit [Arabidopsis thaliana] 



34370 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



236918 

uC-gsronu33B011h05bl 
BLASTX 
.g4204293 
722 

l.Oe-76 

166 

80 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 

236919 

uC-gsronu33B011h09bl 

BLASTX 

g4263711 

349 

4.0e-33 

73 

88 

{AC006223) putative CCR4-associated transcription facte 
[Arabidopsis thaliana] 

236920 

uC-gsronu33B011hl0bl 

BLASTX 

g4204293 

649 

l.Oe-74 

162 

82 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

236921 

uC-gsronu33B012a09bl 

BLASTX 

g2618688 

196 

l.Oe-15 

50 

74 

(AC002510) putative esterase D [Arabidopsis thaliana] 



236922 

uC-gsronu33B012al0bl 

BLASTX 

g3292824 

259 

2.0e-22 

114 

55 

(AL031018) putative protein [Arabidopsis thaliana] 
236923'- 

uC-gsronu33B012b09bl 

BLASTX 

gl091678 



34371 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 

9.0e-15 

79 

53 

activator-like transposable element [Pennisetum glaucum] 
236924 

uC-gsronu33B012c05bl 

BLASTX 

g2213621 

196 

5.0e-15 

50 

72 

(AC000103) F21J9.26 [Arabidopsis thaliana] 
236925 

uC-gsronu33B012c07bl 

BLASTX 

g3928150 

441 

l.Oe-43 
98 

90 ' . 

(AJ131049) hypothetical protein [Cicer .arietinum] 

236926 

uC-gsronu33B012cl2bl 

BLASTX 

g3122673 

263 

3.0e-24 

111 

57 

60S RIBOSOMAL PROTEIN L15 >gi_224 5027_einb_CAB104 4 7_ 
(297341) ribosomal protein [Arabidopsis thaliana] 

236927 

uC-gsronu33B012d03bl 

BLASTX 

g984756 

147 

3.0e-09 

90 

47 

(Z54153) chilling-inducible protein [Oryza sativa] 
236928 

uC-gsronu33B012e02bl 

BLASTX 

gl350707 

212 

5.0e-17 

52 

73 

60S RIBOSOMAL PROTEIN L29 >gi_539923_pir_JC2012 ribosomal 
protein 17K - mouse >gi_404766 (L08651) ribosomal protein 



34372 



[Mus musculus] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236929 

uC-gsronu33B012g07bl 

BLASTX 

g4388829 

167 

l.Oe-11 

78 

37 

(AC006528) putative pol polyprotein with a Zn-finger CCHC 
type domain (prosite :QDOC50158) and a DDE integrase 
signature motif [Arabidopsis thaliana] 

236930 

uC-gsronu33B012gl0bl 

BLASTX 

gl23379 

141 

l.Oe-08 

31 

84 

HMG1/2-LIKE PROTEIN (SBll PROTEIN) >gi_9991 4_pir S22309 
HMG-l-like protein - soybean >gi_18 64 5_emb_CAA41200 
{X58245) HMG-1 like protein gene [Glycine max] ~ 

236931 

uC-gsronu33B014bl0bl 

BLASTX 

g2982452 

220 

5.0e-18 

107 

42 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

236932 

uC-gsronu33B014e04bl 

BLASTX 

gl616614 

207 

l.Oe-16 

40 

100 

(y08425) small GTP-binding protein [Nicotiana 
plumbaginif olia] 

236933 

uC-gsronu33B014e05bl 

BLASTX 

gl40400 

237 

2.0e-20 

57 

81 

HYPOTHETICAL 37.2 KD PROTEIN IN CHAl-PRDl INTERGENIC REGION 



34373 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_83176_pir S19389 hypothetical protein YCL059c - yeast 

(Saccharomyces cerevisiae) >gi_5300__einb_CAA42386_ {X59720) 
YCL059C, len:316 [Saccharomyces cerevisiae] 

236934 

uC-gsronu33B014el2bl 

BLASTX 

g4220472 

225 

4.0e-19 

64 

73 

(AC006069) 
thaliana] 



similar to yeast cccl protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



236935 

uC-gsronu33B014gllbl 

BLASTX 

g2821957 

141 

3.0e-09 

56 

50 

(AB006691) spermidine synthase .2 [Hyoscyamus niger] 
236936 

uC-gsronu33B015a06bl 

BLASTX 

g3548815 

188 

4.0e-14 

124 

43 

(AC005313) similar to axoneme-associated protein mstlOl 
[Arabidopsis thaliana] 

236937 

uC-gsronu33B015a07bl 

BLASTX 

g3924601 

463 

3.0e-46 

116 

80 

(AF069442) putative rac GTPase activating protein 
[Arabidopsis thaliana] >gi_4 2 62138_gb_AAD14 4 38_ (AC005275) 

putative rac GTPase-activating protein [Arabidopsis 

thaliana] 

236938 

uC-gsronu33B015b06bl 

BLASTX 

g2465923 

388 

5.0e-43 

144 

62 



34374 



NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

236939 

uC-gsronu33B015b09bl 

BLASTX 

g4006827 

540 

2.0e-55 

151 

77 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
236940 

uC-gsronu33B015c07bl 

BLASTX 

g3668089 

424 

l.Oe-41 

143 

56 

(AC004 667) . unknown protein [Arabidopsis thaliana] 

236941 ' - , 
uC-gsronu33B015e03bl 

BLASTX 

gll72441 

384 

5.0e-37 

160 

57 

POSSIBLE TRANSCRIPTION FACTOR P0SF21 >gi_99685_pir S21883 
DNA-binding protein P0SF21 - Arabidopsis thaliana 
>gi_16429_einb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 

236942 ' 
uC-gsronu33B015f02bl 
BLASTX 

gl401078 
488 

3.0e-49 

151 

58 

(U46691) putative chromatin structure regulator [Homo 
sapiens] 

236943 

uC-gsronu33B015f07bl 

BLASTX 

g3152596 

372 

9.0e-36 

131 

63 

(AC002986) YUP8H12R.36 [Arabidopsis thaliana] 



34375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



236944 

uC-gsronu33B015f lObl 

BLASTX 

g4206199 

142 

l.Oe-08 

95 

24 

{AF071527) hypothetical protein [Arabidopsis thaliana] 
236945 

uC-gsronu33B015g02bl 

BLASTX 

g2191140 

281 

6.0e-25 

105 

59 

(AF007269) contains weak similarity to 
[Arabidopsis thaliana]. 



MYB-related proteins 



236946 

uC-gsronu33B015gllbl 

BLASTX 

g3242717 

145 

l.Oe-13 

124 

36 

(AC003040) putative APG protein [Arabidopsis thaliana] 
236947 

uC-gsronu33B015hllbl 

BLASTX 

g4371280 

395 

2.0e-38 

117 • • 

66 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
236948 

uC-gsronu33B016a03bl 

BLASTX 

g4335745 

180 

4.0e-13 

58 

50 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

236949 

uC-gsronu33B016b04bl 

BLASTX 

g3281846 



34376 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description' 



167 

l.Oe-11 

58 

59 

{AJ006404) late elongated hypocotyl [Arabidopsis thaliana] 
236950 

uC-gsronu33B016b05bl 

BLASTX 

g3850108 

365 

7.0e-35 

137 

54 

(AL033388) putative calcium-transporting atpase 
[Schizosaccharomyces pombe] 

236951 

uC-gsronu33B016c04bl 

BLASTX 

g4097561 

564 

3.0e-58' 

119 

90 

(U64918) ATGPl [Arabidopsis thaliana] 
236952 

uC-gsronu33B016c05bl 

BLASTX 

g3924597 

268 

2.0e-23 

168 

34 

(AF069442) putative oxidoreductase [Arabidopsis . thaliana] 
236953 

uC-gsronu33B016d08bl 

BLASTX 

g3953471 

281 

5.0e-25 

73 

66 

(AC002328) F2202.16 [Arabidopsis thaliana] 
236954 

uC-gsronu33B016d09bl 

BLASTX 

g3150407 

301 

2.0e-27 

65 " - 
82 

(AC004165) hypothetical protein [Arabidopsis thaliana] 



34377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



236955 . 

uC-gsronu33B016dl0bl 

BLASTX 

g2632106 

439 

l.Oe-43 

113 

76 

(298760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
236956 

uC-gsronu33B016h08bl 

BLASTX 

g3176711 

319 

2.0e-29 

148 

49 

(AC002392) bZIP-like protein [Arabidopsis thaliana] 
236957 

uC-gsronu33B016hllbl 

BLASTX 

g461929 

526 

8.0e-54 
118 

54 " , 

PROBABLE TONOPLAST INTRINSIC PROTEIN DIP 

>gi_1076688_pir S51781 integral membrane protein - garden^ 

snapdragon >gi_414088_emb_CAA4 9854_ (X70417) integral 
membrane protein [Antirrhinum majus] 

236958 

uC-gsronu33B017a08bl 

BLASTX 

g4467095 

237 

5.0e-20 

105 

50 

{AL035538) putative protein [Arabidopsis thaliana] 
236959 

uC-gsronu33B017dllbl 

BLASTX 

gl938227 

320 

l.Oe-29 

130 

53 

(X93312) Carbonic anhydrase [Medicago sativa] 
236960 

uC-gsronu33B017e03bl 

BLASTX 

gl871187 



34378 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



588 

5-;0e-61 
135 

79 ' ' 

(U90439) unknown protein [Arabidopsis thaliana] 

236961 

uC-gsronu33B017el0bl 
BLASTX 
g2281090 
317 

2.0e-29 
98 
62 

-(AC002333) hypothetical protein [Arabidopsis thaliana] 
236962 

uC-gsronu33B017g08bl 
BLASTX 

g2501056 
328 

4 .Oe-31 
71 
85 

SERYL-TRNA SYNTHETASE (SERINE— TRNA LIGASE) (SERRS) 
>gi 2129737 pir_S71293 seryl-tRNA synthetase - Arabidopsis 
thaliana >gi_13594 97_eiTib CAA94388 (270313) seryl-tRNA 
Synthetase [Arabidopsis .thaliana]" 

236963 

uC-gsronu33B018b01bl 

BLASTX 

g3063396 

384 

8.0e-54 
118 

89 . ' . 

(AB012947) vcCyP [Vicia faba] 

236964 

uC-gsronu33B018c01bl 

BLASTX 

g2738949 

453 

3.0e-45 

93 

91 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] ^ 

236965 

uC-gsronu33B018cl2bl 

BLASTX 

g4510376 

296 

5.0e-27 
87 



34379 



% identity 60 

NCBI Description- (AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 


236966 


Seq. ID 


uC-gsronu33B018d03bl 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


274 


E value 


3.0e-24 


Match length 


61 


% identity 


79 



NCBI Description (AC006954) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
• Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



236967 

uC-gsronu33B018d07bl 

BLASTX 

g2827623 

213 

4.0e-17 

46 

91 

(AL021.636) putative protein [Arabidopsis thaliana] 
236968 

uC-gsronu33B018dlibl 

BLASTX 

gl657619 

4 04 • " . 

2.0e-39 

164 

46 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

236969 

uC-gsronu33B018f01bl 

BLASTX 

g3608412 

334 

4.0e-31 

99 

65 

(AF079355) protein phosphatase-2c [Mesembryanthemum 
crystallinum] 

236970 

uC-gsronu33B018fl0bl 

BLASTX 

g3769671 

350 

4.0e-33 

81 

78 

(AF095284) Tic22 [Pisum sativum] 
236971 

uC-gsronu33B018fl2bl 



34380 



Method 


BLASTX 


NCBI GI 


g2738949 


du\o i score 


377 


E- value 


2.0e-36 


Match length 


84 


% identity 


85 


NCBI Description 


(AF022213) CVtOSOlic a<5r'nr'h;5'hsa r^oT-<^v -i Ha e»i^ r r*--* — j _ 




ananassa) 


Seq. No. 


236972 


Seq. ID 


uC-gsronu33B019a03bl 


Method 


BLASTX 


NCBI GI 


gl710551 




O Q 1 


E value 


5.0e-25 


Match length 


51 • 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >ai 1177^fiq omK nnA^r/noo 




(X95458) rit)o<?nmal nm-t-tain t r7ci=a t«Tt»^i ~ 


Seq. No. 


236973 


Seq. ID 


uC-gsronu33B019a04bl 


Method 


BLASTX 


NCBI GI 


— •aom COT 


BLAST score 


473 ' 


E value 


2.0e-47 


•Match length 


142 


% identity 


64 


NCBI Description 


{AC004669) DUtativP ^WHI r^rr^-i-c^T n r 7\-i--3U-: >-J>^«« ,* - 1 • 

\ N-'v w ; pu.L-aL,xvc ownj. protein [-"^raDiclopsis thalii 


Seq. No. 


236974 


Seq. ID 


uC-gsronu33B019b07bl 


Method 


BLASTX 


NCBI GJ 




BLAST score 


234 


E value 


l.Oe-19 


Match length 


92 


% identity 


53 


NCBI Description 


{AF020280) PkaA fDinl- vnc;t-*ai nm w-i o/-*/^-: h.^,™i * 

V v*_ V / t rb.yn L ^-LL^ Uy LtSX lUITl QlSCOlQeUITl J 


Seq. No. 


236975 


Seq. ID 


uC-gsronu33B019cl2bl 


Method 


BLASTX 


NCBI GI 




BLAST score 


489 


E value 


2.0e-49 


Match length 


143 


% identity 


33 


NCBI Description 


(AC000348) T7N9 1? TAr-aK-i Hi-kT^e-i e 

^tfj f ±fviz?,±^ L-'^-^a-oiaopsis tnaiianaj 


Seq. No. 


236976 


Seq. ID 


uC-gsronu33B019d03bl 


Method 


BLASTX - 


NCBI GI 


g2341024 


BLAST score 


177 


E value 


8.0e-13 


Match length 


118 



34381" . 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33 

(AC000104) F19P19.1 [Arabidopsis thaliana] 
236977 

uC-gsronu33B019d04bl 

BLASTX 

g3882149 

296 

8.0e-27 

116 

43 

{AB018257) KIAA0714 protein [Homo sapiens] 
236978 

uC-gsronu33B019d09bl 

BLASTX 

g3913295 

365 

7.0e-47 

154 

56 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3 -0-METH YLTRANS FERASE ) ( COMT ) >gi_6 0 2 5 8 8_emb_CAA5 8 2 1 8_ 
(X83217) caffeic 0-methyltransf erase [Prunus dulcis] 

236979 

uC-gsronu33B019el0bl 

BLASTX 

gl669601 

328 

2.0e-30 

131 

53 

(D88747) AR401 [Arabidopsis thaliana] 
236980 

uC-gsronu33B019fl2bl 

BLASTX - 

g2129752 

419 

4.0e-41 

107 

71 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84 612 
{Z35475) thioredoxin [Arabidopsis thaliana] 

236981 

uC-gsronu33B019g03bl 

BLASTX 

g4432855 

382 

6.0e-37 
132 

62 • 
(AC006300) unknown protein [Arabidopsis thaliana] 



34382 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



236982 

uC-gsronu33B019g051>l 

BLASTX 

g99755 

341 

4.0e-32 

103 

61 

RNA-directed DNA polymerase (EC 2,7.7,4 9) - Arabidopsis 
thaliana retrotransposon Tal-1 (fragment) 
>gi_16356_einb_CAA37917_ (X53973) reverse transcriptase 
[Arabidopsis thaliana] 

236983 

uC-gsronu33B019gl2bl 

BLASTX 

g3860272 

150 

4.0e-10 

32 

88 

{AC005824) putative suppressor protein [Arabidopsis 
thaliana] >gi_4314 399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

236984 

uC-gsronu33B021a06bl 

BLASTX 

g401189 

423 

9.0e-44 

105 

88 

WATER-STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 
(TURGOR-RESPONSIVE PROTEIN 7A) >gi_485511_pir S33617 

trg-31 protein - garden pea >gi_20426_emb_CAA79159 . 
{Z18288). trg-31 [Pisum sativiom] 

236985 

uC-gsronu33B021al2bl 

BLASTX 

g2662310 

247 

2.0e-21 

78 

67 

(AB009307) bpwl [Hordeum vulgare] 
236986 

uC-gsronu33B021b04bl 

BLASTX 

g4376203 

298 

7.0e-27 

125 

42 

(U35226) putative cytochrome P-450 [Nicotiana 



34383 



plumbaginif oiia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



236987 

uC-gsronu33B021c09bl 

BLASTX 

gl352681 

419 

3.0e-41 

128 

65 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_1076391_pir_S554 57 
phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

236988 

uC-gsronu33B021dl0bl 

BLASTX 

g4558558 

445 

3.0e-44 

128 

66 

(AC007138) putative polygalacturoni'dase [Arabidopsis 
thaliana] 

236989 

uC-gsronu33B021ellbl 

BLASTX 

g2062167 

205 

4.0e-16 

49 

76 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

236990 

uC-gsronu33B021el2bl 

BLASTX 

g3319353 

255 

4.0e-22 

73 

58 

(AF077407) contains similarity to copper-binding proteins 
[Arabidopsis thaliana] 

236991 

uC-gsronu33B021f01bl 

BLASTX 

g2618686 

189 

2.0e-14 

89 

40 

{AC002510) hypothetical protein [Arabidopsis thaliana] 



3.4 384 



- Seq. No. 
Seq. ID 
Method 
NCBI GI ' 
BLAST- score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI .GI 
BLAST, score 
E value " 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



236992 

uC-gsronu3.3B021f02bl 
BLASTX 
g3608155 
518 

8.0e-53 
135 
68 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
236993 

uC-gsronu33B021hllbl 
BLASTX 
g288004 6 V- 
260 

2.0e-22 
110 
55 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
236994 

uC-gsronu33B027b01bl 
BLASTX 
g405080 
148 

l.Oe-09 * . 

101 
40 

(U01058) ABC family transporter [Entamoeba histolytica] 
236995 

uC-gsronu33B027b09bl 
BLASTX 
g2245094 
178 

8.0e-13 
102 

43 - 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
236996 

uC-gsronu33B027cllbl 
BLASTX 
g3256066 
288 

2.0e-37 
95 
82 

(Y13987) chloroplast NAD-MDH [Arabidopsis thaliana] 
236997 

uC-gsronu33B027e04bl 
BLASTX 
g2583118 
279 

3.0e-25 



34385 



Match length 
%^ identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



87 
62 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(AC002387) .hypothetical protein [Arabidopsis thaliana] 
236998 

uC-gsronu33B027e07bl 
BLASTX 
g3915031 
408 

4.0e-40 
85 
93 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb CAA65232 
CX95988) delta 9 stearoyl- [acyl-carrier pFotein] desaturase 
[Gossypxum hirsutum] 

236999 

uC-gsronu33B027el0bl 

BLASTX 

gl00099 

256 . 

l.Oe-29 

78 

87 

DNA-binding protein VBPl - fava bean >gi 1372966 (M81827) 
CREB-like protein [Vicia faba] 

237000 

uC-gsronu33B027f01bl 

BLASTX 

gl21353 

400 

3.0e-39 

102 

76 

GLUTAMINE SYNTHETASE LEAF ISOZYME ' PRECURSOR (ISOZYME DELTA) 
(GLUTAMATE-AMMONIA LIGASE) >gi_68596_pir AJFBQD 
glutamate—ammonia ligase (EC 6.3.K2) d^ta precursor, 
chloroplast - kidney bean >gi_21005_emb CAA31234 (X12738) 
GS precursor protein [Phaseolus vulgarii] 

237001 

uC-gsronu33B027f08bl 

BLASTX 

g2598589 

463 

2.0e-4 6 

125 

62 

{Y15367) MtN19 [Medicago truncatula] 
237002 

uC-gsronu33B027fllbl 

BLASTX 

g2498883 

431 



34386 



E value 2.0e-56 
Match length 147 
% identity 74 • 

NCBI Description SPLICEOSOME ASSOCIATED PROTEIN 145 (SAP 145) (SF3B150) 

>gi_1173905 (U41371) spliceosome associated protein [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237003 

uC-gsronu33B028cl2bl 

BLASTX 

g282881 

510 

7.0e-52 

138 

67 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

237004 

uC-gsronu33B028h03bl 

BLASTX 

g2342682 

208 

5.0e-17 

50 

74 

{AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

237005 

uC-gsronu33B029bl0bl 

BLASTX 

g3860250 

233 

8.0e-20 

50 

90 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

237006 

uC-gsronu33B029bllbl 

BLASTX 

g4324597 

102 

6.0e-09 

95 

45 

(AF106324) sodium proton exchanger Nhxl [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



237007 

uC-gsronu33B029d09bl 

BLASTX 

gl71366 

253 



34387 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length,. 

% identity 

NCBI Description 



l.Oe-21 

158 

35 

(M69294) alantoinase [Saccharomyces cerevisiae] 
237008 

uC-gsronu33B029f 12bl 

BLASTX 

gll84123 

228 

9.0e-19 

79 

54 

(U20809) auxin-induced protein [Vigna radiata] 
237009 

uC-gsronu33B031ad7bl 

BLASTX 

g3033377 

410 

4.0e-40 

137 

55 

{AC004238) putative berberine bridge enzyme [Arabidops 
thaliana] 

237010 

uC-gsronu33B031b03bl 

BLASTX 

g4103635 

328 

2.0e-30 

94 

64 

(AF026538) ABA-responsive protein [Hordeum vulgare] 
237011 

uC-gsronu33B031bl0bl 

BLASTX 

g3549660 

341 

5.0e-32 

123 

56 

(AL031394) carbonate dehydratase 
[Arabidopsis thaliana] 



- like protein 



237012 

uC-gsronu33B031e03bl 

BLASTX 

g2738949 

290 

3.0e-26 

90 

66 

{AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



34 388 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237013 

uC-gsronu33B031g01bl 

BLASTX 

g2384760 

189 

2.0e-14 

47 

74 

{AF016897) GDP dissociation inhibitor protein OsGDI2 [Ory 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237014 

uC-gsronu33B031g08bl 

BLASTX 

g3548802 

185 

3.0e-14 

53 

64 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

237015 

uC-gsronu33B031h06bl 

BLASTX 

g3402704 

469 

6.0e-47 

138 

74 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
237016 

uC-gsronu33B032c03bl 

BLASTX 

g3461846 

300 

l.Oe-27 

84 

36 

(AC005315) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



237017 

uC-gsronu33B032g02bl 

BLASTX 

g2129742 

275 

3.0e-24 

77 

65 

stress-induced protein OZIl precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to 'this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 



34389 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 

237018 

uC-gsronu33B036allbl 

BLASTX 

gl518540 

489 

2.0e-49 

104 

92 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
237019 

uC-gsronu33B036b01bl 

BLASTX 

gl787721 

163 

4 .Oe-11 
144 

• 30 . ^ , 

(AE000242) putative oxidoreductase [Escherichia coli] 

237020 

uC-gsronu33B036b07bl 

BLASTX 

gl652057 

422 

l.Oe-41 

121 

68 

(D90902) hypothetical protein [Synechocystis sp.] 
237021 

uC-gsronu33B036c05bl 

BLASTX 

g3204129 

321 

l.Oe-29 

78 

82 

(AJ006768) histone H2A [Cicer arietinum] 
237022 

uC-gsronu33B036cl0bl 

BLASTX 

g3738298 

236 

l.Oe-19 

151 

35 

(AC005309) unknown protein [Arabidopsis,, thaliana] 
>gi_4249394 (AC006072) unknown protein '[Arabidopsis 
thaliana] 

237023 

uC-gsronu33B036d03bl 



34390 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

'NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 
g2253583 
294 

l.Oe-26 
96 
66 

(U78721) hypothetical protein [Arabidopsis thaliana] 
237024 

uC-gsronu33B036f08bl 
BLASTX 
g2443887 
614 

5.0e-64 
152 
76 

(AC002294) Similar to transcription factor 
gb_Z4 6606_1658307 and others [Arabidopsis thaliana] 

237025 

uC-gsronu33B036h01bl 
BLASTX 
gll70409 
188 . 
4 .Oe-14 

61 ■ ' 

67 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT22 (HD-ZIP PROTEIN 22)- 
>gi_549887 (U09336) hoitieobox protein [Arabidopsis thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi__44 90724_einb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 

237026 

uC-gsronu33B037b05bl 
BLASTX 
g881625 
319 

2.0e-29 • 
70 
80 

(U29432) 22.8 kDa protein [Ipomoea trifida] 
237027 

uC-gsronu33B037b06bl 
BLASTX 
--gl076685 
358 

3.0e-34 
103 
44 

SPFl protein - sweet potato >gi_4 84261_dbj_BAA06278_ 
(D30038) SPFl protein [Ipomoea batatas] 

237028 

uC-gsronu33B037bl0bl 
BLASTX 



34391 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. • 
Seq. ID 
Method 
^NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g3738089 

231 ^- , - 

2.0e-19 

86 

59 

{AC005617) similar to symbiotic ammonium transporter, SATl 
[Arabidopsis thaliana] >gi_4 314372_gb_AAD15583_ (AC006340) 
putative symbiotic ammonium transporter SATl [Arabidopsis 
thaliana] 

237029 

uC-gsronu33B037c09bl 

BLASTX 

g4263722 

312 

5.0e-29 

90 

67 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
237030 

uC-gsronu33B037f01bl 

BLASTX 

g3033380 

430 

l.Oe-42 

102 

80 

(AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 



Seq. No. 


237031 


Seq. ID 


uC-gsronu33B037f05bl 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


222 


E value 


3.0e-18 


Match length 


53 


% identity 


70 


NCBI Description 


{AC00232B) F2202.16 [Arabidops 


Seq. No. 


237032 


Seq. ID 


uC-gsronu33B037fl2bl 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


372 


E yalue 


l.Oe-35 


Match length 


141 


% identity 


51 


NCBI Description 


(AC005313) axi 1-like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

237033 

uC-gsronu33B037g07bl 

BLASTX 

g3986110 



34392 



BLAST score 
E value 
Match length 
% identity ' 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq". No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



172 

l.Oe-12 

49 

67 

(AB012716) heat shock protein 70 cognate [Salix gilgiana] 
237034 

uC-gsronu33B037hllbl 

BLASTX 

gl077378 

281 

4.0e-25 

108 

18 

probable membrane protein ■YLR222c - yeast (Saccharomyces 
cerevisiae) >gi_609371 (U19027) Ylr222cp [Saccharomyces 
cerevisiae] 

237035 

uC-gsronu33B038b09bl 

BLASTX 

g3928150 

4 66 

•l.Oe-46 
101 
91 

(AJ131049) hypothetical protein [Cicer arietinum] • 
237036 

uC-gsronu33B038c03bl 

BLASTX 

g3850585 

426 

3.0e-42 

131 

68 

{AC005278) ESTs gb_H36966, gb_R65511, gb_T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

237037 

uC-gsronu33B038c05bl 

BLASTX 

g2660674 

163 

4.0e-ll 

32 

94 

(AC002342) hypothetical protein [Arabidopsis thaliana] 
237038 

uC-gsronu33B038d03bl 

BLASTX 

g2213877 

589 

4.0e-61 

120 

92 



34393 



NCBI Description 



(AFP03197) glutamine synthetase [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI G-I 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237039 

uC-gsronu33B038e03bl 

BLASTX 

gl938424 

267 

2.0e-23 

148 

39 

{U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 



237040 

uC-gsronu33B038e09bl 

BLASTX 

g3600033 

475 

l.Oe-47 

168 

54 

(AF080119) contains similarity to the 
the El protein (Pfam: El_N.hmm, score: 
thaliana] - ^ 



N terminal domain 
12.36) [Arabidops 



237041 

uC-gsronu33B038ellbl 

BLASTX 

g2244868 

562 

6.0e-58 

115 

89 

(Z97337) cytochrome P450 



[Arabidopsis thaliana] 



237042 

uC-gsronu33B038f 12bl 

BLASTX 

g4566614 

186 

3.0e-14 

47 

77 

(AF112887) actin depolymerizing factor [Populus alba x 
Populus tremula] 

237043 

uC-gsronu33B038g07bl 

BLASTX 

g3096922 

293 

2.0e-26 

84 

69 

(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 



237044 



34394 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B038h03bl 

BLASTX 

g2262113 

238 

6.0e-20 
74 
72 

(AC002343) 



unknown protein [Arabidopsis thaliana] 



237045 

uC-gsronu33B038hl0bl 

BLASTX 

gl297187 

568 

l.Oe-58 

162 

69 

(U53501) similar to protein encoded by GenBank Accession 
Nuinber U41815, nucleoporin 98 [Arabidopsis thaliana] 

237046 

uC-gsronu33B039f07bl 

BLASTX 

g38602-56 

358 

2.0e-34 

91 . . 

71 

(AC0Q5824) putative tRNA isopentenylpyrophosphate 
transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value • 

Match length 

% identity 

NCBI Description 



237047 

uC-gsronu33B039h03bl 

BLASTX 

g4335729 

201 

8.0e-16 

108 

5 

(AC006248) 
thaliana] 



putative salt-inducible protein [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237048 

uC-gsronu33B040a09bl 

BLASTX 

g2459435 

144 

2.0e-09 

42 

62 

(AC002332) 
thaliana] 



putative serine carboxypeptidase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



237049 

uC-gsronu33B040b01bl 

BLASTX 

g3395436 



34395 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

5.0e-10 
123 

32 c. 

(AC004683) unknown protein [Arabidopsis thaliana] 
237050 

uC-gsronu33B040c05bl 

BLASTX 

g4566505 

190 

9.0e-15 

67 

55 

{AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

237051 

uC-gsronu33B04 0f01bl 

BLASTX 

g2911042 

459 

6.0e-46 

129 

7.4 

(AL021961) Phosphoglycerate dehydrogenase - like protein " 
[Arabidopsis thaliana] 

237052 

uC-gsronu33B041a01bl 

BLASTX 

g3023194 

644 

2.0e-67 

134 

95 

14-3-3-LIKE PROTEIN A (SGF14A) >gi_1575725 (U70533) SGF14A 
[Glycine max] 

237053 

uC-gsronu33B041e03bl 

BLASTX 

g3335362 

167 

l.Oe-11 

57 

54 

(AC003028) 
thaliana] 



putative ribosomal protein S31 [Arabidopsis 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



237054 

uC-gsronu33B041g06bl 

BLASTX 

g2245131 

212 

4.0e-17 
74 



34396 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
237055 

uC-gsronu33B041h07bl 

BLASTX 

g3850823 

190 

7.0e-15 

70 

56 

(Y18351) U2 snRNP auxiliary factor, large subunit 
[Nicotiana pluiT±»agini folia] 

237056 

uC-gsronu33B041h09bl 

BLASTX 

gll73218 

326 

2.0e-30 

62 

100 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 '[Arabidopsis thaliana] >gij2150130 {AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

237057 

uC-gsronu33B042d02bl 

BLASTX 

g3510505 

307 

4.0e-28 

130 

44 

(AF030881) pol polyprotein [Fugu rubripes] 
237058 

uC-gsronu33B042e04bl 

BLASTX 

g3924603 

307 

l.Oe-28 

76 

53 

{AF069442) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



237059 

uC-gsronu33B042f03bl 

BLASTX 

g417540 

388 

2.0e-37 

117 

67 

PYRROLINE-5-CARBOXYLATE REDUCTASE (P5CR) (P5C REDUCTASE) 
>gi_20851_emb_CAA44 64 6_ {X62842) pyrroline carboxylate 



34397 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



reductase [Pisum sativum] >gi_445614_prf 1909360A 

pyrroline carboxylate reductase (Pisum sativum] 

237060 

uC-gsronu33B042f08bl 

BLASTX 

g4539298 

498 

2.0e-50 

148 

64 

(AL04 9480) putative calmodulin-binding protein [Arabidopsis 
thaliana] 

237061 

uC-gsronu33B042f09bl 

BLASTX 

g294668 

198 

7.0e-16 

41 

98 

(L13242) beta-ketoacyl-ACP synthase [Ricinus communis] 

237062 " • 

uC-gsronu33B04 4a02bl 

BLASTX 

g4127461 

241 

6.0e-21 

58 

81 

(AJ011674) 
thaliana] 



receptor-like protein kinase, RLK3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237063 

uC-gsronu33B044a09bl ^. 

BLASTX 

g3193301 

183 

3.0e-14 

73 

47 

(AF069298) Arabidopsis putative chloroplast outer envelope 
86-like protein T10P11.19 {GB: AC002330) [Arabidopsis 
thaliana] 

237064 

uC-gsronu33B04 4d03bl 

BLASTX 

g2995405 

190 

6.0e-15 

51 

76 

{Y12432) polyprotein [Ananas comosus] 



34398 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% -identity 

NCBI Description 



237065 

uC-gsronu33B044el2bl 
.BLASTX ■ 
gll73209 
600 

2.0e-62 

120 

99 

40S RIBOSOMAL PROTEIN S16 >gi_54 1835_pir S41193 ribosomal 

protein S16 protein - upland cotton 

>gi_439654_emb_CAA53567_ (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 

237066 

uC-gsronu33B044g05bl 

BLASTX 

g2335101 

523 

2.0e-53 

117 

79 

(AC002339) unknown protein [Arabidopsis thaliana] 
237067 

uC-gsronu33B04 6a03bl 

BLASTX 

g2465923 

474 

l.Oe-47 

122 

73 

{AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

237068 

uC-gsronu33B04 6c04bl 

BLASTX 

gl076275 

202 

2.0e-16 

43 

93 

phenylanaline ammonia -lyase - muskmelon 
>gi_735957_emb_CAA53733_ (X76130) phenylanaline 
ammonia-lyase [Cucumis melo] 

237069 

uC-gsronu33B04 6c07bl 

BLASTX 

g2739279 

170 

4.0e-12 

77 

43 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_27 91348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



34399 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



237070 

uC-gsronu33B04 6c09bl 

BLASTX 

g4457221 

230 

4 .Oe-19 

96 

50 

{AF127797) 
chinense] 



putative bZIP DNA-binding protein [Capsicum 



237071 

uC-gsronu33B04 6el2bl 

BLASTX 

g3126967 

211 

2.0e-17 

45 

16 

{AF061807) polyubiquitin [Elaeagnus umbellata] 
237072 

uC-gsronu33B04 6f04bl 

BLASTX 

g2244734 

216 

6.0e-18 

40 

100 

(D88414) actin [Gossypium hirsutum] 
237073 

uC-gsronu33B04 6f05bl 

BLASTX 

gl587206 

491 

l.Oe-49 

103 

94 

T complex protein [Cucumis sativus] 



237074 

uC-gsronu33B04 6hllbl 

BLASTX 

g2981439 

205 

l.Oe-16 

51 

76 

(AF051853) t-SNARE SED5 



[Arabidopsis thaliana] 



237075 

uC-gsronu33B047allbl 

BLASTX 

g2924777 

300 



34400 



E value 
Match length 
% identity 
NCBI Description 



2.0e-27 

102 

59 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



237076 

uC-gsronu33B047b02bl 

BLASTX 

g2493852 

291 

4.0e-26 

63 

84 

CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi_1070356_emb_CAA92107_ (268091) cytochrome c oxidase, 
subunit [Hordeum vulgare] 

237077 

uC-gsronu33B047b08bl 

BLASTX 

g2760327 

498 

l.Oe-50 

109 

44 

(AC002130) F1N21.12 [Arabidopsis thaliana] 
237078 

uC-gsronu33B047e03bl 

BLASTX 

gl076793 

638 

7.0e-67 

138 

62 

calmodulin^ cam2 - maize >gi_747 917_emb_CAA54583 
calmodulin' [Zea mays] 



(X77397) 



237079 

uC-gsronu33B047f02bl 

BLASTX 

g2626753 

522 

4.0e-53 

168 

65 

(AB008782) sulfate .transporter [Arabidopsis thaliana] 
237080 

uC-gsronu33B048b01bl 

BLASTX 

g4538911 

180 

3.0e-13 

119 

32 



34401 



NCBI Description (AL049482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value . 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



237081 

uC-gsronu33B048e02bl 

BLASTX 

g2244749 

499 

8.0e-51 

98 

94 



(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 

237082 

. uC-gsronu33B048e05bl 
BLASTX 
g2098705 
534 

l.Oe-56 
153 
77 

(□82973) pectinesterase [Citrus sinensis] 
237083 

uC-gsronu33B048e08bl. 
BLASTX 
g224 4 94 9 
265 

2.0e-23 
72 
75 

(Z97339) similarity to ORF - Lilium longiflorum 
[Arabidopsis thaliana] 

237084 

uC-gsronu33B04 8el2bl 

BLASTX 

g2078350 

212 

5.0e-17 

108 

44 

(U95923) transaldolase [Solanum tuberosum] 
237085 

uC-gsronu33B048g02bl 

BLASTX 

g3687389 

339 

3.0e-32 

78 

85 

(Y16124) putative cullin protein [Lycopersicon esculentum] 
237086 

uC-gsronu33B04 9a03bl 

BLASTX 

g4469025 



34402 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID ^ 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317 

2.0e-29 
76 
57 

(AL035602) putative protein [Arabidopsis thaliana] 
237087 

uC-gsronu33B04 9c04bl 
BLASTX 
g2245139 
384 

3.0e-37 
114 
70 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
237088 

uC-gsronu33B04 9e01bl 
BLASTX 
gl684851 
313 

9.0e-29 
113 ' 
57 

(U77935) DnaJ-like protein [Phaseolus vulgaris] 
237089 

uC-gsronu33B04 9h04bl 
BLASTX 
g2642215 
244 

6.0e-21 
61 
80 

(AF030386) NOI protein [Arabidopsis thaliana] 
237090 

uC-gsronu33B04 9h08bl 
BLASTX 
g4467133 
197 

3.0e-15 
102 
49 

(AL035540) geranylgeranyl pyrophosphate synthase-related 
protein [Arabidopsis thaliana] 

237091 

uC-gsronu33B050al0bl 

BLASTX 

g3885336 

142 

l.Oe-08 

89 

34 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] ^ 



34403 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
■ NCBI GI 
BLAST score ■ 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



237092 

uC-gsronu33B050c01bl 

BLASTX 

g3983665 

710 

3.0e-75 

163 

81 

(AB011271) iinportin-beta2 [Oryza sativa] 



237093 

uC-gsronu33B050c09bl 

BLASTX 

g2911040 

397 

2.0e-38 

129 

59 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



.237094 

uC-gsronu33B050dl2bl 

BLASTX 

g2262103 

233 

2.0e-19 

57 

74 

(AC002343) unknown protein [Arabidopsis thaliana] 
237095 

uC-gsronu33B050f04bl 

BLASTX 

g2257524 

299 

5.0e-27 

136 

49 

(AB004537) HYPOTHETICAL 47.4KD PROTEIN IN SHP1-SEC17 
INTERGENIC REGION [Schizosaccharomyces pombe] 

237096 

uC-gsronu33B050f05bl 

BLASTX 

g3288721 

417 

7.0e-41 

127 

62 

(AB015872) chalcone synthase [Vitis vinifera] 
237097 

uC-gsronu33B050g02bl 

BLASTX 

g3451074 



34404 



BLAST score 
E . value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI-GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



379 

2.0e-36 - 
149 . 
53 

(AL031326) putative protein [Arabidopsis thaliana] 
237098 

uC-gsronu33B051c03bl 

BLASTX 

g2244841 

199 

l.Oe-15 

49 

80 

{Z97337) hypothetical protein [Arabidopsis thaliana] 
237099 

uC-gsronu33B051f01bl 

BLASTX 

g2370459 

256 

2.0e-23 

77 

75 

(Y11987) FPFl protein [Sinapis alba] 
237100 

uC-gsronu33B055a09bl 

BLASTX 

g3080401 

207 

6.0e-17 

46 

80 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455265_enib_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

237101 

uC-gsronu33B055b08bl 

BLASTX 

gll49569 

299 

2.0e-27 

87 

72 

(Z50851) HD-zip [Arabidopsis thaliana] 
237102 

uC-gsronu33B055d05bl 

BLASTX 

g4056506 

309 

l.Oe-28 

82 

73 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



34405 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCB'I- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Ma'tch length 

% identity 

NCBI Description 



237103 

uC-gsronu33B055d07bl 

BLASTX 

g4049401 

185 

5.0e-14 

51 

67 

(AJ131580) glutathione transferase AtGST 10 [Arabidopsis 
thaliana] 

237104 

uC-gsronu33B055d09bl 

BLASTX 

gll69200 

313 

2.0e-29 

73 

79 

DNA- DAMAGE- RE PAIR/TOLERATION PROTEIN DRTlll PRECURSOR 
>gi_421829_pir_S33706 DNA-damage resistance protein - 
Arabidopsis thaliana >gi_166694 (M98455) [Arabidopsis 
thaliana recombination and DNA-damage resistance protein 
(DRTlll) mRNA, complete cds . ] , gene product [Arabidopsis 
thaliana] 

237105 

uC-gsronu33B055e08bl 

BLASTX 

gl019946 

149 

4.0e-10 

33 

82 

(U37060) ascorbate peroxidase [Gossypium hirsutum] 
237106 

uC-gsronu33B055f08bl 

BLASTX 

g730456 

309 

l.Oe-28 

68 

81 

4 OS RIBOSOMAL PROTEIN SI 9 
237107 

uC-gsronu33B055h04bl 

BLASTX 

g4468805 

256 

2.0e-22 

84 

56 

(AL035601) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 



34406 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
■ NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237108 

uC-gsronu33B057allbl 

BLASTX 

g2224897 

275 

2.0e-24 

118 

53 

(U67132) DNA-binding protein PcMYBl [Petroselinum crispum] 
237109 

uC-gsronu33B057b08bl 

BLASTX 

g2984292 

184 

2.0e-17 

108 

48 

(AE000771) GTP-binding protein [Aquifex aeolicus] 
237110 

uC-gsronu33B057dl2bl 

BLASTX. 

g453934*8 

136 

l.Oe-17 

95 

52 

(AL035539) putative pollen allergen '[Arabidopsis thaliana] 
237111 

uC-gsronu33B057f05bl 

BLASTX 

g4510345 

222 

l.Oe-18 

48 

81 

(AC006921) unknown protein [Arabidppsis thaliana] 
237112 

uC-gsronu33B057g04bl 

BLASTX 

gl352186 

325 

2.0e-30 

89 

70 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_404866 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE) 
(U00428) allene oxide 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



237113 

uC-gsronu33B057g08bl 

BLASTX 

g529353 



.34407 



BLAST score 219 

E value 9.0e-18 

Match length ' 125 

% identity 51 

NCBI Description (U12757) diphenol oxidase [Acer pseudoplatanus] 

Seq. No. 237114 

Seq. ID uC-gsronu33B057h03bl 

Method BLASTX 

NCBI GI g2665890 

BLAST score 358 

E value 4.0e-34 

Match length 86 

% identity 78 

NCBI Description (AF03594 4) calcium-dependent protein kinase [Fragaria x 



ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

M^tch length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237115 

uC-gsronu33B057hl0bl 

BLASTX 

g2194115 

197 

l.Oe-15 

70 

56 

(AC002062) No definition line found [Arabidopsis thaliana] 
237116 

uC-gsronu33B058a07bl 

BLASTX 

g2827141 

158 

l.Oe-10 

36 

78 

(AF027173) cellulose synthase catalytic subunit 
• [Arabidopsis- thaliana] 

237117 

uC-gsronu33B058a09bl 

BLASTX 

g2465008 

459 

6.0e-46 

140 

63 

(AJ001445) ripening-induced protein [Fragaria vesca] 
237118 

uC-gsronu33B058al0bl 

BLASTX 

g3122386 

656 

5.0e-69 

130 

47 

WD-40 REPEAT PROTEIN MSIl >gi_2394227 {AF016845) WD-40 



34408 



Seq. No. 

•Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



repeat protein [Lycopersicon esculentum] 

•*'237119 

uC-gsronu33B058c08bl 

BLASTX 

g2137156 

142 

7.0e-09 

92 

45 

apoptosis protein MA-3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(D50465) apoptosis-inducible [Mus musculus] 



- mouse >gi_1384078 dbj BAA09056 

^ 1 « r ikM. 1 - "~ — 



237120 

uC-gsronu33B058cl0bl 
BLASTX 

g3582333 
236 

9.0e-20 

133 

37 



{AC005496) hypothetical protein [Arabidopsis thaliana] 



237121 

uC-gsronu33B058e03bl 

BLASTX , 

g4455356 

550 

l.Oe-56 

144 

74 



(AL035524) putative protein [Arabidopsis thaliana] 



237122 

uC-gsronu33B058fl2bl 

BLASTX 

g4314396 

153 

4.0e-10 

54 

57 



SJ??fn^f^ putative flavonol sulfotransf erase [Arabidopsi. 



thaliana] 
237123 

uC-gsronu33B058g09bl 

BLASTX 

g4006878 

484 

7.0e-49 

124 

72 

(Z99707) MAP3K 



like protein kinase [Arabidopsis thaliana] 



237124 

uC-gsronu33B058h03bl 
BLASTX 



34409 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4262236 
151 

3.0e-10 ' - 

57 

61 

{AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

237125 

uC-gsronu33B060c07bl 

BLASTX 

g441457 

178 

3.0e-22 

74 

78 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

237126 

uC-gsronu33B061a01bl 

BLASTX 

g2495256 

616 

3.0e-64 , 

137 

82 

STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1 HOMOLOG (HMG 
PROTEIN) >gi_481756_pir_S39242 HMG protein - Madagascar 
periwinkle >gi_433872_emb_CAA82251_ (Z28410) HMG protein 
[Catharanthus roseus] 

237127 

uC-gsronu33B061a08bl 

BLASTX 

g3915961 

564 

3 . Oe-^-8 

124 

90 

HYPOTHETICAL 267 KD PROTEIN (ORE 2280) 

>gi_2924274_einb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ {Z00044) hypothetical 
protein [Nicotiana tabacum] 

237128 

uC-gsronu33B061b06bl 

BLASTX 

g2129772 

173 

l.Oe-12 

39 

74 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



34410 



Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



237129 

uC-gsronu33B061c01bl 

BLASTX 

g4309698 

153 

2.0e-10 

58 

53 

(AC006266) 
thaliana] 



putative glucosyltransf erase [Arabidopsis 



237130 

uC-gsronu33B061c02bl 
BLASTX ' 
g4455322 
423 

5.0e-54 
127 
89 

(AL035525) putative protein kinase [Arabidopsis thaliana] 
237131 

uC-gsronu33B061dl0bl 
BLASTX 
, gl657617 
175 

3.0e-23 
72 

81 • 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 

237132 

uC-gsronu33B061e01bl 

BLASTX 

g3334320 

160 

6.0e-ll 

30 

100 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

237133 

uC-gsronu33B061f08bl 

BLASTX 

g2864616 

212 

5.0e-17 

65 

60 

(AL021811) hypothetical protein [Arabidopsis thaliana] 
237134 

uC-gsronu33B061fl0bl 
BLASTX 



34411 



NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
'% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2583131 
186 

2.0e-14 

52 

71 

{AC002387) putative pectinesterase [Arabidopsis thaliana] 
237135 

uC-gsronu33B062a03bl 

BLASTX 

g2894599 

210 

2.0e-17 

52 

71 

(AL02188 9) putative protein [Arabidopsis thaliana] 
237136 

uC-gsronu33B062b06bl 

BLASTX 

g2829899 

179 

3.0e-13 

80 

45 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and inajor#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana]. 

237137 

uC-gsronu33B062bl0bl 

BLASTX 

g3688186 

150 

7.0e-10 

40 ' 
68 

(AL031804) putative protein [Arabidopsis thaliana] 
237138 

uC-gsronu33B062dl2bl 

BLASTX 

g3717946 

294 

2.0e-26 

72 

81 

(AJ005901) vagi [Arabidopsis thaliana] 
237139 

uC-gsronu33B062f08bl 

BLASTX 

g3023194 

147 

7.0e-10 

40 

88 



34412 



NCBI Description 14-3-3-LIKE PROTEIN A (SGF14A) >gi_1575725 (U70533) SGF14A 
(Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score:v-.-> - 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



237140 

uC-gsronu33B072cl0bl 

BLASTX 

g3776559 

22G 

2.0e-18 

57 

70 

{AC005388) Strong similarity to gene F14J9.26 gi 3482933 
cdc2 protein kinase homolog from A. thaliana BAC~ 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

237141 

uC-gsronu33B074a06bl 

BLASTX 

gll71577 

138 

7.0e-09 

41 

68 

.(X95343) hypersensitivity-related gene [Nicotiana tabacum] 
237142 

uC-gsronu33B074f02bl 

BLASTX 

g2914700 

147 

6.0e-10 

46 

67 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



237143 

uC-gsronu33B076a02bl 

BLASTX 

g3004547 

153 

3.0e-10 

35 

86 

(AC003673) unknown protein [Arabidopsis thaliana] 
>gi_4185150 {AC005724) unknown protein [Arabidopsis 
thaliana] 

237144 

uC-gsronu33B07 6a04bl 

BLASTX 

g2500649 

210 

5.0e-17 

87 

47 



34413 



NCBI Description PROBABLE RNA 3 ' -TERMINAL PHOSPHATE CYCLASE 
{RNA-3' -PHOSPHATE CYCLASE) (RNA CYCLASE) 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
'■Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237145 

uC-gsronu33B07 6c03bl 

BLASTX 

gl469930 

181 

l.Oe-13 

45 

82 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutxiin] 

237146 

uC-gsronu33B076cl2bl 

BLASTX 

g548770 

159 

4.0e-ll 
36 

83 . 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ {D12630) 
ribosomal protein L3 [Oryza sativa] 

237147 

uC-gsronu33B07 6f02bl 

BLASTX 

g3098571 

232 

2.0e-19 
82 

(AF04 9028) BURP domain containing protein [Brassica napus] 
237148 

uC-gsronu33B076g03bl 

BLASTX 

g3193234 

156 

2.0e-10 

43 

67 

(AF068 690) peroxisomal targeting signal-1 receptor 
[Citrullus lanatus] 

237149 - • ' . 

uC-gsronu33B077a08bl 

BLASTX 

g2058280 

198 

7.0e-16 

37 

97 

{X97381) atran3 [Arabidopsis thaliana] 



34414 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ^' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237150 

uC-gsronu33B077b04bl 

BLASTX 

g4415908 

420 

2.0e-41 

110 

65 

(AC006282) unknown protein [Arabidopsis thaliana] 
237151 

uC-gsronu33B077c01bl 

BLASTX 

gl620371 

511 

6.0e-52 

118 

77 

(Y08782) peroxidase ATP23a [Arabidopsis thaliana] 
237152 

uC-gsr6nu33B077cl0bl 

BLASTX 

g4038030 

441 

l.Oe-43 - ■ 

125 

63 

(AC005936) 
thaliana] 



putative protein kinase, 5' partial JArabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
■ BLAST score 
E value 
Match length 
% identity 
NCBI 'Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 
E value 



237153 

uC-gsronu33B077cl2bl 

BLASTX 

g3242717 ' 

400 

4.0e-39 

93 

81 

(AC003040) putative APG protein [Arabidopsis thaliana] 
237154 

uC-gsronu33B077e04bl 

BLASTX 

g3269301 

516 

l.Oe-52 

143 

63 

{AL030978) putative protein [Arabidopsis thaliana] 
237155 

uC-gsronu33B077ellbl 

BLASTX 

gll71579 

250 

2.0e-21 
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Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



149 
36 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X95342) cytochrome P450 [Nicotiana tabacum] 
237156 

uC-gsronu33B077f03bl 
BLASTX 
g3549666 
300 

3.0e-27 
79 
76 

(AL031394) putative protein [Arabidopsis thaliana] 
237157 

uC-gsronu33B077f09bl 
BLASTX 
g3913425 
277 

l.Oe-24 
62 
77 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 {AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

237158 

uC-gsronu33B077g06bl 

BLASTX 

g2459431 

166 

l.Oe-11 

102 

45 

{AC002332) unknown protein [Arabidopsis thaliana] 
237159 

uC-gsronu33B077h03bl 

BLASTX 

g3080401 

524 

2.0e-53 

117 

80 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455265_einb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

237160 

uC-gsronu33B078a02bl 

BLASTX 

g3334405 

395 

2.0e-38 

108 

77 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score., 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[.Gossypium hirsutum] 

237161 

uC-gsronu33B078al0bl 

BLASTX 

g2833390 

367 

2.0e-35 

80 

80 

GLYCOGEN (STARCH) SYNTHASE PRECURSOR (GBSSII) 
(GRANULE-BOUND STARCH SYNTHASE II) >gi_88764 9_emb_CAA6124 1 
{X87988) glycogen (starch) synthase [Solanum tuberosum] 

237162 

uC-gsronu33B078bl2bl 

BLASTX 

gl669601 

541 

2.0e-55 

149 

67 

(D88747) AR401 [Arabidopsis thaliana] 
237163 

uC-gsronu33B078c02bl 

BLASTX 

g3811293 

149 

2.0e-09 

55 

64 

(AF0324 65) putative serine/threonine protein kinase 
[Nicotiana tabacum] >gi_4098172 (U73938) PKll-Cl [Nicotiana 
tabacum] 

237164 

uC-gsronu33B078c06bl 

BLASTX 

gl523800 

340 

4.0e-32 

103 

56 

(Y07694) MAP kinase kinase alpha protein kinase 
[Arabidopsis thaliana] 

237165 

uC-gsronu33B078c07bl 

BLASTX 

g3176715 

504 . . 

4,0e-51 - 
114 ^• 
83 

(AC002392) putative receptor-like protein kinase 
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[Arabidopsis thaiiana] 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



237166 

uC-gsronu33B078c08bl 

BLASTX 

g3080437 

283 

3.0e-25 

69 

75 

(AL022605) putative protein [Arabidopsis thaiiana] 
237167 

uC-gsronu33B078cl2bl 

BLASTX 

g2104'536 

575 

2.0e-59 

121 

79 

{AF001308) 
thaiiana] - 



predicted glycosyl transferase [Arabidopsis 



237168 

uC-gsronu33B078d02bl 

BLASTX 

g4098272 

253 

7,0e-22 

50 

98 

(U76558) alpha-tubulin [Triticum aestivum] 
237169 

uC-gsronu33B078d09bl 

BLASTX 

g4056457 

331 

7.0e-31 

92 

68 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaiiana] 

237170 

uC-gsronu33B078f06bl 

BLASTX 

g4335773 

259 

2.0e-22 

93 

63 

(AC006284) unknown protein [Arabidopsis thaiiana] 
237171 

uC-gsronu33B078fl0bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
' E value - 
Match length 
% identity 
NCBT Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3236261 
243 

5.0e-32 

133 

52 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



237172 

uC-gsronu33B078g04bl 

BLASTX 

g548852 

361 

2.0e-34 

82 

80 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ {D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

237173 

uC-gsrpnu33B078hl0bl 

BLASTX- 

g3927825 

280 

5.0e-25 

61 

85 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

237174 

uC-gsronu33B078hl2bl 

BLASTX 

g3228668 

169 

6.0e-12 

77 

44 

(AF069988) nitrilase 1 [Mus musculus] 
237175 

uC-gsronu33B07 9a04bl 

BLASTX 

g2505870 

163 

2.0e-ll 

86 

47 

{Y12227) hypothetical protein [Arabidopsis thaliana] 
237176 

uC-gsronu33B079bl2bl 

BLASTX 

gll69009 

316 

3.0e-29 
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Match length 
% ^identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
81 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 
3-0-METHYLTRANSFERASE) (COMT) >gi_542009 pir S40146 
catechol 0-methyltransferase (EC 2. 1.1. 61 - HIder tree 
>gi_437777_emb_CAA52814_ (X74814) 0-Methyltransf erase 
[Eucalyptus gunnii] 

237177 

uC-gsronu33B079c09bl 

BLASTX 

gl36644 

247 

5.0e-21 

59 

80 

UBIQUITIN-CONJUGATING ENZYME E2-23 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_100765 pir A34506 
Z3K ubiquitm carrier protein E2 - wheat >gi 170782" 
(M28059) ubiquitin carrier protein [Triticum~vulgare] 

237178 ' 
uC-gsronu33B079cllbl 

BLASTX . . • 

g3319353 

225 

l.Oe-18 

74 

64 

fJr^H-^S'^'-''''?K^^''^ similarity to copper-binding proteins 
[Arabidopsis thaliana] 

237179 

uC-gsronu33B079e03bl 

BLASTX 

g3668118 

378 

l.Oe-36 

93 

75 

(AJ224078) hypothetical protein [Brassica napus] 
237180 

uC-gsronu33B079el0bl 

BLASTX 

gl076627 

414 

8.0e-41 

91 

88 



Seq. No. 
Seq. ID 



inorganic pyrophosphatase (EC 3.6, 
>gi_790479_emb_CAA58701_ (X83730) 
[Nicotiana tabacum] 

237181 

uC-gsronu33B079ellbl 



1.1) - conunon tobacco 
inorganic pyrophosphatase 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 
g2804280 , 
340 

6.0e-32 

91 

68 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>giv3929918_dbj_BAA34711_ {AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 

237182 

uC-gsronu33B079g04bl 

BLASTX 

g2443473 

286 

9.0e-26 

90 

64 

(AF001035) ASF/SF2 homolog [Arabidopsis thaliana] 
237183 

uC-gsronu33B080a02bl 

BLASTX 

g2500380 

566 

2.0e-58 

105 

99 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir_JC4 923 ribosomal 
protein RL44 -.upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutuin] >gi_1553131 

(U64 678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

237184 

uC-gsronu33B080a05bl 

BLASTX V' . 

gl518540 . ^. • 

458 ' 

6.0e-46 

99 

91 

{U53418) UDP-glucose dehydrogenase [Glycine max] 
237185 

uC-gsronu33B080b05bl 

BLASTX 

g3452091 

439 

l.Oe-43 

98 

83 

(AJ004899) rudimentary enhancer [Glycine max] 
237186 

uC-gsronu33B080bllbl 
BLASTX 
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NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3445397 
167. 
9.0e-12 
78 
40 

(AJ010166) S-domain -receptor-like protein kinase (Zea mays] 
237187 

uC-gsronu33B080c06bl 
BLASTX 
gll70689 
550 

l.Oe-56 
133 
79 

SERINE/THREONINE-PROTEIN KINASE ATPK1/ATPK6 
>gi_625979_pir_A54141 ribosomal protein S6 kinase (EC 
2.7.1.-) Atpkl - Arabidopsis thaliana 
>gi_2129542_pir_S68462 ATPK6 protein - Arabidopsis 
thaliana >gi_914080_bbs_160873 ATPK6=ribosomal-protein S6 
kinase homolog [Arabidopsis thaliana. Peptide, 4 65 aa] 
>gi_508308 (L29030) protein-serine kinase [Arabidopsis 
thaliana] >gi_867 997_dbj_BAA07 656_ (D42056) 
risosomal-protein S6 kinase homolog [Arabidopsis thaliana]" 

237188 

uC-gsronu33B080dl2bl 

BLASTX 

g3702327 

365 

8.0e-35 

151 

58 

(AC005397) unknown protein [Arabidopsis thaliana] 
237189 

uC-gsronu33B080e09bl 

BLASTX 

g3080438 

292 

3.0e-26 

141 

53 

(AL022605) putative protein [Arabidopsis thaliana] 

237190 
- uC-gsronu33B080el0bl 
BLASTX - 
g3023818 
699 

5.0e-74 
145 

92 " * 

GLUCOSE-6-PHOSPHATE 1-DEHYDROGENASE, CHOLOROPLAST ISOFORM 
PRECURSOR {G6PD) >gi_1197385_emb_CAA58775_ (X83923) 
glucose-6-phosphate dehydrogenase [Solanum tuberosum] 
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Seq. No. 


237191 


Seq. ID 


uC-gsronu33B080ellbl 


Method 


BLASTX 


NCBI GI 


g3158474 


BLAST score 


635 


E value 


2.0e-66 


Match length 


137 


% identity 


89 


NCBI Description 


{AF067184) aauaoorin 


Seq. No. 


237192 


Seq. ID 


uC-gsronu33B080el2bl 


Method 


BLASTX 


NCBI GI 


g3355468 


BLAST score 


522 


E value 


3.0e-53 


Match length 


120 


% identity 


89 


NCBI Description 


{AC004218) putative r: 




thaliana] 



1 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value * 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



putative ribosomal protein L35 [Arabidopsis 



237193 

uC-gsronu33B080f 12bl 

BLASTX 

g4559346 

242 

2.0e-20' 

91 

4'5 

(AC006585) early nodulin 16 [Arabidopsis thaliana]., 
'237194 

uC-gsronu33B080g03bl 

BLASTX 

gl563719 

324 

4.0e-30 

68 

88 

(Y08320) cyclophylin [Digitalis lanata] 
237195 

uC-gsronu33B080h03bl 

BLASTX 

g4572679 

280 

3.0e-25 

71 

77 

(AC006954) RSZp22 splicing factor; contains RNA recognition 
motif [Arabidopsis thaliana] 

237196 

uC-gsronu33B080h08bl 

BLASTX 

g3850816 

235 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID*^" 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match .length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



6.0e-20 

42 

98 

(Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 

237197 

uC-gsronu33B081al0bl 

BLASTX 

g3776559 

242 

l.Oe-20 

86 

65 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC~ 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



237198 

uC-gsronu33B081b06bl 

BLASTX 

g3355480 

279 

l.Oe-24 

124 

42 

(AC004218) Medicago nodulin 
thaliana] 



N21-like protein [Arabidopsis 



237199 

uC-gsronu33B081b07bl 

BLASTX 

g4508068 

225 

2.0e-18 

114- 

49 

(AC005882) 3063 [Arabidopsis thaliana] 
237200 

uC-gsronu33B081c02bl 

BLASTX 

g4580523 

143 

2.0e-09 

35 

74 

{AF036305) scarecrow-like 8 [Arabidopsis thaliana] 
237201 

uC-gsronu33B081d02bl 

BLASTX 

g2088653 

378 

2.0e-36 
129 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID' 
Method 
NCBI GI 
BLAST score 



57 

(AF002109) Hslpro-1 related protein isolog [Arabidopsis 
thaliana] 

237202 

uC-gsronu33B081gllbl 

BLASTX 

g4098129 

224 

l.Oe-18 

43 

100 

(U73588) sucrose synthase [Gossypium hirsutum] 
237203 

uC-gsronu33B081h02bl 

BLASTX 

gll68609 

191 

7.0e-15 ■ 

54 

70 

AUXIN-RESISTANCE PROTEIN AXRl >gi_479664_pir S35071 

auxin-resistance protein AXRl - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXRl (gb_ATHAXR1122) . [Arabidopsis thaliana] 
>gi_448755__prf_1917337A ubiquitin-activating enzyme El 
[Arabidopsis thaliana] 

237204 

uC-gsronu33B082a04bl 

BLASTX 

g4220462 

173 

l.Oe-12 

34 

88 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF 0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

237205 

uC-gsronu33B082b01bl 

BLASTX 

g2580440 

187 

5.0e-14 

60 

67 

(D87261) PCF2 [Oryza sativa] 
237206 

uC-gsronu33B082b02bl 

BLASTX 

g2388575 

255 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



6.0e-22 
144 

39" 

(AC000098) YUP8H12.18 [Arabidopsis thaliana] 
237207 

uC-gsronu33B082cl0bl 

BLASTX 

g2979544 

369 

2.0e-35 

108 

64 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
237208 

uC-gsronu33B082dllbl 

BLASTX 

g3420906 

364 

l.Oe-34 
112 

41 ■ 

(AF080595) zinc finger protein; 
brachycarpa] 



WRKYl [Pimpinella 



237209 

uC-gsronu33B082f08bl 

BLASTX 

gl518540 

838 

3.0e-90 

167 

92 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
237210 

uC-gsronu33B082fl0bl 

BLASTX 

g3858935 

243 

l.Oe-20 

83 

58 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C;' synaptobrevin 7C [Arabidopsis 
thaliana] 

237211 

uC-gsronu33B082hl2bl 

BLASTX - 

g2252847 

161 - 

3.0e-ll 

84 

42 
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NCBI Description (AF013293) No definition line found .[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237212 

uC-gsronu33B086dl2bl 

BLASTX 

g4185819 

192 

5.0e-15 

47 

68 

(AF116845) metallothionein-like type 1 protein [Ipomoea 
batatas] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237213 

uC-gsronu33B086e02bl 

BLASTX 

g2959781 

180 

9.0e-14 

39 
87 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
237214 

uC-gsronu33B086gl2bl *' 

BLASTX ■ 

g224-4898 

220 V 

2.0e-18 - ■ 

45 ' 
96 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

237215 

uC-gsronu33B086hl0bl 
BLASTX 
g99749 
"204 

l.Oe-16 

38 
95. 

probable serine/threonine-specif ic protein kinase ATPK64 
(EC 2.7.1.-) - Arabidopsis thaliana 
>gi_217843_dbj_BAA01731_ (D10937) protein kinase 
[Arabidopsis thaliana] 

237216 

uC-gsronu33B087c05bl 

BLASTX 

g4008072 

164 

l.Oe-11 

66 

45 

(AF105425) chitinase [Cynodon dactylon] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * 

Match length 

% identity 

NCBI Description 



237217 

uC-gsronu33B087f01bl 

BLASTX 

gll68408 

161 

2.0e-ll 

38 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 1 

>gi_2118268_pir S58168 f ructose-bisphosphate aldolase (EC 

4.1.2.13) - garden pea >gi_927507_emb_CAA6194 6_ (X89828) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

237218 

uC-gsronu33B087f08bl 

BLASTX 

g3420008 

238 

5.0e-20 

106 

42 

(AF000307) steroid sulfotransf erase 3 [Brassica napus] 
237219 

uC-gsronu33B087h07bl 

BLASTX 

g3482929 

147 

9.0e-10 

28 

93 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



237220 

uC-gsronu33B089b08bl 

BLASTX 

g2462828 

247 

2.0e-21 

87 

53 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
237221 

uC-gsronu33B089bllbl 

BLASTX 

g4115377 

169 

6.0e-12 

53 

75 

(AC005967) unknown protein [Arabidopsis thaliana] 
237222 

uC-gsronu33B089c05bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method ..." 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 



g416650 

400 . 

6.-0e-39 

112 

68 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PGNT35/PCNT111) >gi_100304_pir S16268 auxin-induced 

protein (clone pGNT35) - common tobacco 
>gi_19797_emb_CAA39706_ (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi_19801_emb_CAA39710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 

237223 

uC-gsronu33B089d08bl 

BLASTX 

g3395440 

339 

l.Oe-44 

135 

64 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
237224 

uC-gsronu33B089e01bl 

BLASTX 

gll68470 

570 

6.0e-59 

121 

89 

PROTEIN KINASE APKIA >gi_282877_pir_S28615 protein kinase, 
tyrosine/serine/threonine-specific (EC 2.7.1,-) - 
Arabidopsis thaliana >gi_21782 9_dbj_BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

237225 

uC-gsronu33B089f09bl 

BLASTX 

gl946329 

446 

2.0e-44 

123 

68 

{U69154) prohibitin [Nicotiana tabacum] 
237226 

uC-gsronu33B089hl2bl 

BLASTX 

gl25606 

141 

8.0e-09 
55 

56 . . 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
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tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq, • No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



237227 

uC-gsronu33B090bllbl 

BLASTX 

g2961346 

4 95 

4 .Oe-50 

144 

65 

{AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



237228 

uC-gsronu33B090e06bl 
BLASTX 
g2909781 
261 

l.Oe-22 
120 

237229 

uC-gsronu33B090e07bl 

BLASTX 

g4512698 

325 

4 .Oe-30 

150 

39 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
237230 

uC-gsronu33B090f06bl 
BLASTX 

g4056456 - 
177 

8.0e-13 

101 

46 

Dro^Sif^rnf 5^""^ similarity to gb_U20808 auxin-induced 

^^""^ radiata and a member of the zinc-bindina 
dehydrogenase family PF 00107. ESTs gb T4 3674 qb H77Mfi 
and gb_AA395179 come from this gene. [AFabiSpkf tSIL'ana] 
237231 

uC-gsronu33B096e09bl 

BLASTX 

g3033397 

136 

l.Oe-08 

26 

88 

(AC004238) unknown protein [Arabidopsis thaliana] 
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Seq. No. 237232 

Seq. ID ' uC-gsronu33B096g02bi 

Method BLASTX 

NCBI GI g3860250 

BLAST score 543 

E value 7.0e-56 

Match length 118 

% identity 89 

NCBI Description {AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

Seq. No. 237233 

Seq. ID uC-gsronu33B098a02bl 

Method BLASTX 

NCBI GI gll68727 

BLAST score 167 

E value 5.0e-12 

Match length 42 

% identity 86 

NCBI Description C I NNAMYL -ALCOHOL DEHYDROGENASE 1 (CAD) 

>gi_474300_dbj_BAA03099_ {D13991) cinnamyl alcohol 

dehydrogenase [Aralia cordata] >gi_745086_prf 2015401A 

cinnamoyl alcohol dehydrogenase [Aralia cordata] 

Seq. No. 237234 

Seq. ID uC-gsronu33B098a04bl 

Method BLASTX . , ' 

NCBI GI gl076609 

BLAST score 243' 

E value 8.0e-21 . 

Match length 50 

% identity 86 

NCBI Description NTLl protein - curled-leaved tobacco 

Seq. No. 237235 

Seq. ID uC-gsronu33B098allbl 

Method: BLASTX 

NCBI GI g4455159 

BLAST -score 283 

E value 3.0e-32 

Match length 86 

% identity 79 

NCBI Description {AL021687) putative protein [Arabidopsis thaliana] 

Seq. No. 237236 

Seq. ID uC-gsronu33B098e05bl 

Method BLASTX 

NCBI GI g4158219 

BLAST score 4 84 

E value 8.0e-4 9 

Match length 138 

% identity 67 

NCBI Description (Y18623) amylogenin [Oryza sativa] 

Seq. No. 237237 

Seq. ID uC-gsronu33B098h04bl 

Method BLASTX 



34 4 31 



NCBI GI g2765748 

BLAST score 180 

E value 3.0e-13 

Match length 41 

% identity 85 

NCBI Description (Z93764) PaMip-2 [Picea abies] 

Seq. No. 237238 

Seq. ID uC-gsronu33B099a06bl 

Method BLASTX 

NCBI GI gl915974 

BLAST score 160 

E value 3.0e-ll 

Match length 45 . 

% identity 71 

NCBI Description (U62329) fructokinase [Lycopersicon esculentum] >gi 2102693 

{U64818) fructokinase [Lycopersicon esculentum] ~ 

Seq, No. 237239 

Seq. ID uC-gsronu33B099a07bl 

Method BLASTX 

NCBI GI g3193310 

BLAST score 303 

E value l.Oe-27 

Match length 113 

% identity 55 ■ 

NCBI Description (AF069300) contains similarity to Nicotiana tabacum hinl 

(GB:Y07563) [Arabidopsis thaliana] 

237240 

uC-gsronu33B099b08bl 
BLASTX 
gl084455 
170 

2.0e-12 
38 

89 ^ 
peptidylprolyl isomerase (EC 5.2.1.8).- Cyp2 - rice 
>gi_600767 {L29469) cyclophilin 2 [Oryza sativa] 

237241 

uC-gsronu33B099c03bl 
BLASTX 
g3142300 
389 

l.Oe-37 
118 
64 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene, [Arabidopsis thaliana] 

Seq. No. 237242 

Seq. ID uC-gsronu33B099c09bl 

Method BLASTX 

NCBI GI g2811025 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



612 

7.0e-64 

136 * ' ' 

82 

ASPARTIC PROTEINASE PRECURSOR >gi_1944 181_dbj_BAA19607 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 

237243 

uC-gsronu33B099d02bl 

BLASTX 

g4200165 

721 

l.Oe-76 

145 

86 

(Y16262) neutral invertase [Daucus carota] 
237244 

uC-gsronu33B099d05bl 

BLASTX 

g3540207 

344 

2.0e-32 
102 

71 • 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
237245 

uC^gsronu33B099dl0bl 

BLASTX 

g642339 

199 

2.0e-15 

99 

47 

(X83226) peroxisome biogenesis invlved proteind 
[Saccharomyces cerevisiae] 

237246 

uC-gsronu33B099e07bl 

BLASTX 

gll72571 

517 

9.0e-53 

126 

97 

PHOSPHOENOLPYRUVATE CARBOXYKINASE (ATP) 

>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

237247 

uC-gsronu33B099ellbl 

BLASTX 

g2632105 

586 

9.0eT.61 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method- 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



148 
77 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

237248 

uC-gsronu33B099el2bl 

BLASTX 

gl346763 

330 

2.0e-31 

65 

88 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl 

>gi_1084363_pir S46282 phosphoprotein phosphatase 1 - 

Alfalfa >gi_575672_emb_CAA56766_ (X80788) potentially 
catalitic subunit of the ser /thr protein phosphatase 1 
[Medicago sativa subsp. X varia] 

237249 

uC-gsronu33B099f04bl 

BLASTX 

gl076758 

236 

2.0e-20 

'50 
90 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 

237250 

uC-gsronu33B099f09bl 

BLASTX 

gl350944 

300 

2.0e-27 

79 

77 

4 OS RIBOSOMAL PROTEIN S17 
237251 

uC-gsronu33B099g01bl 

BLASTX 

g4262236 

509 

8.0e-52 

123 

82 

(AC006200) putative ribose 5-phosphate isomerase 
[Arabidopsis thaliana] 

237252 

uC-gsronu33B099g04bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2880049 
208 

2.0e-16 

44 

91 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
237253 

uC-gsronu33B099h06bl 

BLASTX 

g4539423 

270 

9.0e-24 

77 

71 

(AL049171) pyrophosphate-dependent phosphofructo-l-kinase 
[Arabidopsis thaliana] 

237254 

uC-gsronu33B099h09bl 

BLASTX 

g2707336 

291 

4.0e-26 
81 

69 - - - 

XAF037442) histone acetyltransf erase [Arabidopsis thaliana] 
237255 

uC-gsronu33B100c05bl 

BLASTX 

g2443329 

149 

4.0e-10 

36 

83 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
237256 

uC-gsronu33B100dllbl 

BLASTX 

g4263517 

142 

3.0e-09 

78 

46 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 

237257 

uC-gsronu33B100g02bl 

BLASTX 

g4521249 

417 

4.0e-41 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
68 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AB013912) DNA helicase [Mus musculus] 
237258 

uC-gsronu33B100g05bl 

BLASTX 

g2462751 

168 

4.0e-12 

36 

92 

{AC002292) nearly identical to rice water stress induced 
protein gp_D26537_537404'* [Arabidopsis thaliana] 

237259 

uC-gsronu33B100gl2bl 

BLASTX 

g2911799 

214 

9.0e-18 

48 

90 

(AF008184) 4-coumarate:CoA ligase 1 [Populus balsamifera 
subsp. trichocarpa X Populus deltoides] 

237260 . 

uC-gsronu33B101a03bl 

BLASTX 

g4038035 

231 

9.0e-20 

60 

82 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

237261 

uC-gsronu33B101f02bl 

BLASTX 

g4567312 

464 

l.Oe-46 

113 

75 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
237262 

uC-gsronu33B103a02bl 

BLASTX 

g3164115 

228 

7.0e-19 

114 

40 

(AJ224145) major latex-like protein [Rubus idaeus] 
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Seq. No. 


237263 


Seq. ID 


uC-asronu33B103b01bl 


Method 


BLASTX • 


NCBI GI 


g2244876 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


93 


% identity 


70 


NCBI Description 


\ujt^^\jj iiy L-iicux v^dx ^xuLexxi i_rix aijiuopsis cnaxxanaj 


Seq. No. 


237264 


Seq. ID 


uC-gsronu33B103d06bl 


Method 


BLASTX 


NCBI GI 


g2464901 


BLAST score 


211 


E value 


4.0e-17 


Match length 


86 


% identity 


47 


NCBI Description 


i Z99708 \ nut at i VP nr*0+*Pin rAT";^lTi Hnnc; -ic -t-hal-lanal 


Seq. No. 


237265 


Seq. ID 


uC-gsronu33B103d07bl 


Method 


BLASTX 


NCBI GI 


g2924515 


BLAST score 


243 


E value 


l.Oe-20 


Match length 


108 


% identity 


44 


NCBI Description 


£. £. ^ } ^uudUXvtr ^XUUtiXXi L/ix aXJlUOpS x S LnS-Lianaj 


Seq. No. 


237266 


Seq. ID 


uC-asronu33B10'^p06h1 


Method 


BLASTX 


NCBI GI 


g4510347 


BLAST score 


428 


E value 


2 .Oe-42 


Match length 


117 


% identity 


69 


NCBI Description 


\r-^\^\jKj\j^£. X } iiy^ju Liic uxodx pxtjucxn ["-raDxaopsis tnaxxanaj 


Seq. No. 


237267 


Seq. ID 


uC-asronu33B103a01bl 


Method 


BLASTX 


NCBI GI 


g3033375 


BLAST score 


208 


E value 


l.Oe-16 


Match length 


66 


% identity 


58 


NCBI Description 


(AC004238) putative berberine bridge enzyme [Arabidopsi; 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



237268 

uC-gsronu33B104a01bl 

BLASTX 

gl24429 

667 

3.0e-70 
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Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No.' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



143 
86 

37 KD CHLOROPLAST INNER ENVELOPE MEMBRANE PROTEIN PRECURSOR 
(E37) >gi_99543_pir_S14409 membrane protein, 37K, 
precursor, chloroplast inner envelope - spinach 
>gi_21228_emb_CAA40283_ (X56963) 37 kD inner envelope 
membrane polypeptide [Spinacia oleracea] 

237269 

uC-gsronu33B104a07bl 
BLASTX 
g4432841 
477 

6.0e-48 
132 
67 

(AC006283) hypothetical protein [Arabidopsis thaliana] 
237270 

uC-gsronu33B104a09bl 
BLASTX 
g2623295 
359 

4.0e-34 
84 
79 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
237271 

uC-gsronu33B104b06bl 
BLASTX 
g2749982 
233 

2.0e-19 
113 
47 

(AF036705) Similar to phytoene desaturase; coded for by C 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3; coded 
cDSA^yk257d4l^''^ ""^^ yk303f4.5; coded f or cby C. elegans 

237272 

uC-gsronu33B104b07bl 

BLASTX 

g4574139 

140 ■ 

9.0e-09 

29 

93 

(AF073697) cysteine synthase [Oryza sativa] 
237273^ 

uC-gsronu33B104c08bl 

BLASTX 

g4191796 

509 
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E value 
Match length 
* ■ % identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description ' 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.: 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 



l.Oe-51 

152 

59 

(AC005917) putative ^senescence-associated protein 5 
[Arabidopsis thaliana] 

237274 

uC-gsronu33B104cllbl 

BLASTX 

g3292817 

433 

7.0e-43 

128 

70 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
237275 

uC-gsronu33B104dl0bl 

BLASTX 

g2088648 

268 

9.0e-24 

84 

65 

(AF002109) hypothetical protein [Arabidopsis thaliana]- 
237276 

uC-gsronu33B104e05bl 

BLASTX 

g4262233 

233 - 

l.Oe-19 

98 

53 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
237277 

uC-gsronu33B104ellbl 

BLASTX 

g4090259 

213 

3.0e-17 

56 

66 

(AJ131733) ubiquitin-conjugating enzyme E2 [Pseudotsuga 
menziesii] 

237278 ^ 

uC-gsronu33B104f04bl 

BLASTX 

g2586082 

238 

l.Oe-29 

156 

48 

(U72725) retrofit [Oryza longistaminata] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI^GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237279 

uC-gsronu33B104 f 05bl 

BLASTX 

g3776025 

620 

9.0e-65 

144 

83 

(AJ010474) RNA helicase [Arabidopsis thaliana] 
237280 

uC-gsronu33B104f09bl 

BLASTX 

gl813891 

152 

4.0e-10 

38 

87 

(Y10749) 
pendula] 



1-aminocyclopropane-l-carboxylate oxidase [Betula 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



237281 

uC-gsronu33B104h01bl 

BLASTX 

gl706282 

355 

l.Oe-33 

101 

64 

DISEASE RESISTANCE RESPONSE PROTEIN 206 >gi' 508844 (U11716) 
disease resistance response protein 206-d [Pisum sativum] 

237282 

uC-gsronu33B106b08b2 

BLASTX 

g2760844 

224 

3.0e-18 

68 

59 

(AC003105) hypothetical protein [Arabidopsis thaliana] 
237283 

uC-gsronu33B106b09b2 

BLASTX 

g2244996 

572 

5.0e-59 

136 

79 

ilir'^^Kn^'^t^Y^^^ ^ membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

237284 

uC-gsronu33B106bl2b2 

BLASTX 

g4432836 



34440 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 

3.0e-09 
59 
51 

(AC006283) unknown protein [Arabidopsis thaliana] 
237285 

uC-gsronu33B106d07b2 
BLASTX 
g3023961 
202 

3.0e-31 
76 
91 

/?^??oon^ PROTEIN KNOTTED-l-LIKE >gi_194 6222_emb CAA96512 
(Z/1980) knottedl-like homeobox protein [Malus domestical 

237286 

uC-gsronu33B106e07b2 

BLASTX 

g3080451 

4 92 

9.0e-50 
111 

(AL022605) hypothetical protein [Arabidopsis thaliana] 
237287 

uC-gsronu33B106e09b2 

BLASTX 

gl778376 

274 

3.0e-24 

68 

78 

(U81288) PSRT17-1 [Pisum sativum] 
237288 

uC-gsronu33B106el2b2 

BLASTX 

g4432823 

234 

2.0e-19 

100 

48 

(AC006593) hypothetical protein [Arabidopsis thaliana] 

237289 - ' 

uC-gsronu33B106f03b2 

BLASTX 

g3292849 

612 

8.0e-64 

149 

80 

(AJ007582) arginine methyltransf erase [Arabidopsis 
thaliana] 



34441 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



237290 - - 

uC-gsronu33B106g06b2 
• BLASTX 
g2935521 
263 

7.0e-23 

127 

46 

(AF049065) germin-like protein [Pinus radiata] 
237291 

uC-gsronu33B106g09b2 

BLASTX 

g4102600 

328 

2.0e-30 

62 

97 

(AF013467) ARF6 [Arabidopsis thaliana] 
237292 

uC-gsronu33B106h02b2 

BLASTX ' 

g2506931 

332 ^- 

6.0e-31 

148 

45 

APYRASE PRECURSOR (ATP-DIPHOSPHATASE) (ADENOSINE 
DI PHOSPHATASE) (ADPASE) (ATP-DIPHOSPHOHYDROLASE) 
>gi_2129977_pir_JC4616 apyrase (EC 3.6.1.5) - potato 
>gi_1381633 (U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 

237293 

uC-gsronu33B107a06bl 

BLASTX 

g2943792 

304 

l.Oe-34 

104 

63 

(AB006809) PV72 [Cucurbita sp.] 
237294 

uC-gsronu33B107bl2bl 

BLASTX 

g4455223 

343 

l.Oe-32 

98 

25 

(AL035440) putative DNA binding protein [Arabidopsis 
thalxana] 



Seq. No. 



237295 



34442 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value <5- 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^ 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B107c01bl 

BLASTX 

g2952338 

284 

3.0e-25 

61 

80 

(AF050200) submergence induced protein 2 [Oryza sativa] 
237296 

uC-gsronu33B107e04bl 

BLASTX 

g2660670 

268 

2.0e-23 

118 

38 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



237297 

uC-gsronu33B107e05bl 
BLASTX 
g2499606 
556 
3.0e-75 
146 
95 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 2 (MAP KINASE 2) 
(ATMPK2) >gi_533281_dbj_BAA03536 (D14714) ATMPK2 
[Arabidopsis thaliana] ~ 

237298 

uC-gsronu33B107e09bl 

BLASTX 

g4235430 

154 

2.0e-10 

63 <t 
54 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
237299 

uC-gsronu33B107f03bl 

BLASTX 

g2459442 

155 

3.0e-10 • 

66 

52 

(AC002332) putative DNA-binding protein PDl [Arabidopsis 
thaliana] ^ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



237300 

uC-gsronu33B107fl0bl 

BLASTX 

g2244822 



34443 



BLAST score 
E value 
Match length 
% identity 
NCBI Description- 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 
E value 
Match length 
% identity 



224 

2.0e-18 
66 
62 

ll^'^l^V polymerase II fifth largest subunit homolog 

[Arabidopsis thaliana] 

237301 

uC-gsronu33B107fllbl 

BLASTX 

g3831451 

442 

4 .Oe-44 

111 

77 

(AC005700) putative 0-GlcNAc transferase [Arabidopsis 
thaliana] ^ 

237302 

uC-gsronu33B107g02bl 

BLASTX 

g4490330 

692 

3.0e-73 
132 

93 - , 

(AL035656) splicing factor-like protein [Arabidopsis- 
thaliana] 

237303' 

uC-gsronu33B107hl2bl 

BLASTX 

gl706958 

429 

l.Oe-42 

92 

83 

(U58284) cellulose synthase [Gossypium hirsutum] 
237304 

uC-gsronu33B108a05bl 

BLASTX 

g4406759 

174 

l.Oe-12 

66 

52 

(AC006836) hypothetical protein [Arabidopsis thaliana] . 
237305 

uC-gsronu33B108b08bl 

BLASTX 

g3033389 

140 

l.Oe-08 

67 

9 



34444 



NCBI Description {AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 



Seq. Nov • 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 
, E value 
• Match length 

% identity 

NCBI, Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



237306 

uC-gsronu33B108c03bl 

BLASTX 

g3915023 

481 

2.0e-48 

145 

67 

SUCROSE- PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi__2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

237307 

uC-gsronu33B108c05bl 

BLASTX 

g4467128 

572 

4.0e-59 

137 

74 

(AL035538) putative protein [Arabidopsis thaliana] 

237308 ^' . ' 

uC-gsronu33B108cl0bl 

BLASTX 

g729723 

188 

4.0e-14 
118 

33 

PEROXISOMAL FARNESYLATED PROTEIJI^S^-b HOUSEKEEPING 
PROTEIN) >gi_551250_emb_CAA5322^nixVi*^S5') -house* keeping 
gene 33 [Homo sapiens] >gi_2570023_emb_CAA70257_ (Y0904 8) 
PxF protein [Homo sapiens] >gi 4521235 dbj' BAA76291 1 
(AB018541) PEX19 [Homo sapiens] "~ ~ ~ 

>gi_4506339_ref_NP_002848.1_pPXF_ peroxisomaT farnesylated 
protein 

237309 

uC-gsronu33B108e04bl 

BLASTX 

g3461820 

481 

2.0e-48 

143 

71 

(AC004138) unknown protein [Arabidopsis thaliana] 
237310 

uC-gsronu33B108el2bl 

BLASTX 

gl263291 

477 

4 .Oe-48 



3-4445 



Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E' value 
Match length 
% identity 
NCBI Description 

Seg. No, 
Seq. ID 
Method 
NCBI GI - 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



112 
77 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. lb 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{U4 9452) alcohol dehydrogenase 2b [Gossypium hirsutum] 
237311 

uC-gsronu33B108g07bl 
BLASTX 
g2443329 
188 

5.0e-14 
159 
30 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
237312 

uC-gsronu33B108h04bl 
BLASTX 
g2583108 
263 

6.0e-23 
110 
48 

(AC002387) putative surface protein [Arabidopsis thaliana] 
237313 

uC-gsronu33B108h05bl 
BLASTX 
g3850113 
351 

4.0e-33 
154 
49 

(AL033388) hypothetical integral membrane protein 
[Schizosaccharomyces pombe] 

237314 

uC-gsronu33B108hl0bl 

BLASTX 

g4539545 

738 

2.0e-78 

158 

90 

{Y16644) PRCI [Nicotiana tabacum] 
237315 

uC-gsronu33B109a04bl 

BLASTX 

g730449 

361 

2.0e-34 

125 

57 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 
>gi_480647_pir_S37132 ribosomal protein L13.A - rape 
>gi_398918_emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 



34446 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

nCBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237316 

uC-gsronu33B109d04bl 

BLASTX 

g3033375 

343 

3.0e-32 

139 

50 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

237317 

uC-gsronu33B109e08bl 

BLASTX 

g4508079 

258 

2.0e-22 

98 

50 

{AC005882) 66284 [Arabidopsis thaliana] 
237318 

uC-gsronu33B109e09bl 

BLASTX 

gl703200 

323 

6.0e-30 

98 

66 

PROTEIN KINASE AFC2 >gi_601789 {U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214 (D45353) 
protein kinase [Arabidopsis thaliana] ~ 
>gi_4220516_emb_CAA22989_ (AL035356) protein kinase {AFC2) 
[Arabidopsis thaliana] 

237319 - 

uC-gsronu33B109f08bl 

BLASTX 

g4218187 

196 

5.0e-15 

55 

40 

(AJ010165) leghemoglobin activating factor [Glycine max] 
237320 

uC-gsronu33B109g07bl 

BLASTX 

g3157933 

565 

3.0e-58 

141 

69 

{AC002131) Contains similarity to box helicases gb U29097 
from C. elegans and to the ENBPl gene product gb X95995 
from Vicia sativa. [Arabidopsis thaliana] ~ 



34447 



Seq. No. ^: 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



237321 

uC-gsronu33B109gllbl , ^ 

BLASTX 

g2494844 

209 

l.Oe-16 

52 

81 

LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) (GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2129930_pir_S62723 lactoylglutathione lyase (EC 
4.4.1.5) - tomato >gi_1177314_emb_CAA88233_ (Z48183) 
glyoxalase-I [Lycopersicon esculentum] 

237322 

uC-gsronu33B109hl2bl 

BLASTX 

g629602 

238 

5.0e-20 

122 

41 

probable imbibition protein - wild' cabbage 
>gi_488787_emb_CAA558 93__ (X79330) putative imbibition 
protein [Brassica oleracea] 

237323 

uC-gsronu33B110a03bl 

BLASTX 

gl710590 

152 

4.0e-12 

47 

85 

60S ACIDIC RIBOSOMAL PROTEIN PI {L12) 
ribosomal protein L12 [Zea mays] 



>gi 1209701 {U40147) 



237324 

uC-gsronu33B110al2bl ' 

BLASTX 

gl26985 

339 

5.0e-32 
78 

81 ' 

MERI-5 PROTEIN >gi_166778 (M63166) meri-5 [Arabidopsis 
thaliana] 

237325 

uC-gsronu33B110bl2bl 

BLASTX 

g3482977 

349 

5.0e-33 
129 



34448 



% identity 55 

NCBI Description (AL031369) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score* 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method ■ . 

NCBI GI^.. 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 



237326 

uC-gsronu33B110c07bl 

BLASTX 

g4510401 

153 

5,0e-10 

37 

76 

(AC006587) putative general negative regulator 
transcription [Arabidopsis thaliana] 

237327 

uC-gsronu33B110cllbl 

BLASTX 

gl632831 

251 

6.0e-22 

54 

87 

(Z49698) orf [Ricinus communis] 
237328 

uC-gsronu33B110d06bl 

BLASTX 

g4105794 

215 

2.0e-17 

71 

54 

{AF049928) PGP224 [Petunia x hybrida] 



237329 

uC-gsronu33B110e04bl 

BLASTX 

g2982303 

244 

3.0e-21 

68 

69 

(AF051236) hypothetical 



protein [Picea mariana] 



237330 

uC-gsronu33B110e06bl 
BLASTX ^ 
g3283433 
177 

8.0e-13 

73 

48 

(AF0694 94) cytochrome P450 [Sinapis alba] 
<■ 

237331 

uC-gsronu33B110g07bl 
BLASTX 



34449 



NCBI GI 
BLAST score 
E. value 
Match length 
% identity 



g3122367 
151 

6.0e-10 
98 
36 



NCBI Description LIGATIN >gi_1377880 (U58337) ligatin [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



237332 

uC-gsronu33B110hl0bl 

BLASTX 

g951427 

434 

5.0e-43 

109 

73 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

237333 

uC-gsronu33Bllla07bl 

BLASTX 

g3549666 

144 

4 .Oe-09 

40 

70 

(AL031394) putative protein [Arabidopsis thaliana] 
237334 

uC-gsronu33Blllb03bl 

BLASTX 

gl345644 

439 

l.Oe-43 

116 

72 

CYTOCHROME P450 86A1 (CYPLXXXVI) >gi_94 04 4 6_emb_CAA62082 
(X90458) cytochrome p450 [Arabidopsis thaliana] ' ~ 

237335 

uC-gsronu33Blllc04bl 

BLASTX 

g2344887 

207 

2.0e-16 

57 

70 

(AC002388) unknown protein [Arabidopsis thaliana] 
237336 

uC-gsronu33Blllc09bl 

BLASTX 

g4206208 

231 

4.0e-19 

97 

46 



34450 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF071527) hypothetical protein [Arabidopsis. thaliana] 
>gi_4263041_gb_AAD1^310_ (AC005142) hypothetical protein 
. [Arabidopsis thaliana] 

237337 

uC-gsronu33Bl 1 IdO 9bl 

BLASTX 

g4220489 

155 

3.0e-10 

71 

52 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
237338 

uC-gsronu33Bllle08bl 

BLASTX 

g4249382 

163 

9.0e-12 

40 

70 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

237339 

uC-gsronu33Blllf07bl 

BLASTX 

g4512685 

154 

9.0e-ll 

39 

62 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

237340 

uC-gsronu33Blllg01bl 

BLASTX 

g2499710 

326 

l.Oe-30 

69 

86 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1438075 (L33686) phospholipase D [Ricinus communis] 

237341 

uC-gsronu33Blllgl0bl 

BLASTX 

g3513737 

182 

2.0e-13 
46 



34451 



% identity 65 

NCBI Description .(AF080118) contains similarity to* C3HC4-type zinc fingers 

(Pfain:zf-C3HC4.hinin, score: '34.87) (Arabidopsis thaliana] 

Seq. No, 237342 

Seq. ID uC-gsronu33Blllh04bl 

Method BLASTX 

NCBI GI g3559814 

BLAST score 665 

E value 5.0e-70 

Match length 151 

% identity 83 

NCBI Description (Y15781) transketolase 1 [Capsicum annuum] 
237343 

uC-gsronu33Blllh06bl 
BLASTX 
g2191191 
160 

7.0e-ll 
51 
59 

(AF007271) A_TM021B04.14 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 





Seq. No. 


237344 




Seq. ID 


uC-gsronu33B113a08bl 




Method 


BLASTX 




•NCBI GI 


g2662343 




<^ BLAST score 


577 




E value 


9.0e-60 




Match length 


110 




% identity 


100 


I 5 

r— s 


NCBI Description 


(D63581) EF-1 alpha | 


I E 


Seq. No. 


237345 




Seq. ID 


uC-gsronu33B113b01bl 




Method 


BLASTX 




NCBI GI 


g4545262 




BLAST score 


215 




E value 


3.0e-17 




Match length 


48 




% identity 


85 




NCBI Description 


(AF118230) metallothi 






hirsutum] 




Seq. No. 


237346 



metallothionein-like protein [Gossypium 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B113c06bl 

BLASTX 

g4454484 

216 

9.0e-18 

5.6 
71 

(AC006234) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



34452 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method . 
NCBI GI 
BLAST score 



237347 

uC-gsronu33B113c08bl 
BLASTX 
gl407705 
593 

l.Oe-61 
145 
75 

{U60202) lipoxygenase [Solanum tuberosum] 
237348 

uC-gsronu33B113cl2bl 
BLASTX 
g3786012 
366 ■ 
5.0e-35 
130 
52 

(AC005499) putative acid phosphatase [Arabidopsis thaliana] 
237349 

uC-gsronu33B113dl0bl 
BLASTX 
gl086147 
331 

6.0e-31 
. 80 
72 

protein S2 - Phalaris coerulescens >gi 556833 emb CAA5752o'" 
(X81992) S2 [Phalaris coerulescens] ~ ~ ~ 

237350 

uC-gsronu33B113e01bl 

BLASTX 

g4539369 

290 

3.0e-26 

85 

68 

(AL049525) putative protein [Arabidopsis thaliana] 
237351 

uC-gsronu33B113f01bl 

BLASTX 

g3757514 

408 

6.0e-40 

80 

95 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

237352 

uC-gsronu33B113f03bl 

BLASTX 

g417073 

518 



34453 



E value 6.0e-53 

Match length 116 

% identity 84 ' 

NCBI Description GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi_484 529_pir JQ1977 glutamate synthase (NADH) (EC 

1-4.1.14) - alfalfa >gi_166412 (L01660) NADH-glutamate 
synthase [Medicago sativa] 

237353 

uC-gsronu33B113fl0bl 
BLASTX 
g3367593 
198 

3.0e-15 
56 
59 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_emb_CAA21461_ (AL031986) putative protein 
[Arabidopsis thaliana] 

237354 

uC-gsronu33B113fllbl 
BLASTX 
g2500380 
572 

4.0e-59 
105 
100 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir_JC4 923 ribosomal 
protein RL44 - upland cotton >gi_1553129 (U64 677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

237355 

uC-gsronu33B113g07bl 
BLASTX 
gl706282 
434 

6.0e-43 
127 
61 

DISEASE RESISTANCE RESPONSE PROTEIN 206 >gi_508844 (U11716) 
disease resistance response protein 206-d [Pisum sativum] 

Seq. No. 237356 

Seq. ID uC-gsronu33B113g08bl 

Method BLASTX 

NCBI GI ■ g861170 

BLAST score 699 

E value 5.0e-74 

Match length 145 

% identity 97 

NCBI Description (X03697) heat shock protein 70 [Zea mays] 

Seq. No. 237357 

Seq. ID uC-gsronu33B113gllbl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBL GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34454 



• 



Method 


BLASTX 


NCBI GI 


g2119353 


BLAST score 


316 


E value 


4.0e-29 


Match Ipnoth 


115 


% identity 


33 


NCBI Descriotion 


calitiodulin — moss f Phv^comi t t"p1 1 a natp^n*? 


Seq. No. 


237358 


Seq. ID 


uC-gsronu33B114bllbl 


Method 


BLASTX 


NCBI GI 


g4049353 


BLAST score 


511 


E value 


6. Oe-52 


Match length 


131 


% identity 


71 


NCBI Description 


(AL034567) Dutative nrotein rArabidon*? is 


Seq. No. 


237359 


Seq. ID 


uC-gsronu33B114c03bl 


Method 


BLASTX 


NCBI GI 


g4567226 


BLAST score 


166 


E value 


2.0e-ll 


Match Ipncrth 


4 6 


% identity 


65 


NCBI DGScriotion 


{ AC007 1 1 g 1 nn knnwn ■nm'hfiin FATahi Hrir><5 1 «; 


Seq. -No. 


237360 


Seq. ID 


uC-asronu33B114c07bl 


Method 


BLASTX 


NCBI GI 


g3879150 


BLAST score 


197 


E value 


4.0e-15 


Match length 


75 


% identity 


55 


NCBI Description 


(Z70686) Similarity to Yeast hypothetical 




fSW-YKEO YEASTS • rDNA EST vk?S4a6 ^ comfi' 




cDNA EST vk254a6.5 comes from this aene 




elsQansl 


Seq. No. 


237361 


Seq. ID 


uC-gsronu33B114cl0bl 


Method 


BLASTX 


NCBI GI 


gl563719 


BLAST score 


473 


E value 


2.0e-47 


Match length 


100 


% identity 


88 


NCBI Description 


(Y08320) cyclophylin [Digitalis lanata] 


Seq. No. 


237362 


Seq. ID 


uC-gsronu33B114d06bl 



Method 
NCBI GI ' 
BLAST score 
E value 



BLASTX 

g3821280 

614 

3.0e-66 



34455 



Match length 136 
.% identity 82 

NCBI Description (AJ009952) asparagine synthetase type II [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 237368 



237363 

uC-gsronu33B114el2bl 

BLASTX 

gl082766 

167 

l.Oe-11 

52 

58 

ribosomal protein L29 - human >gi_793843 emb CAA89008 
(Z49148) ribosomal protein L29 [Homo sapiens! 

237364 

uC-gsronu33B114f06bl 
BLASTX 
g3269288 
621 

7.0e-65 
151 

78 ^ ^ 

(AL030978) putative protein Wabidopsis thaliana] 

237365 

uC-gsronu33B114g05bl 
BLASTX 
g2191145 
181 

3.0e-13 
119 
39 

(AF007269) A_IG002N01.4 gene product [Arabidopsis thaliana] 
237366 

uC-gsronu33B114g08bl 
BLASTX 
g2569940 
455 

2.0e-45 
125 
70 

(Y15194) GRS protein [Arabidopsis thaliana] 
237367 . 

uC-gsronu33B114hl2bl 
BLASTX 
g3415117 
291 

2.0e-26 
101 
55 

(AF081203) 



villin 3 [Arabidopsis thaliana] 



34456 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



, uC-gsronu33B116a05bl 
BLASTX 

gl212759 • - - 

254 

8.0e-22 

47 

89 

(X89192) DNA binding protein [Arabidopsis thaliana] 



Seq. No. 


237369 


Seq. ID 


uC-gsronu33B116a06bl 


Method 


BLASTX 


NCBI GI 


g4455293 


BLAST score 


359 


E value 


4.0e-34 


Match length 


133 


% identity 


60 



NCBI Description (AL035528) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 
^ % identity 
' NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



237370 

uC-gsronu33B116b08bl 
BLASTX 
g3395441 
247 

4.0e-21 
65 
68 

(AC004683) unknown protein [Arabidopsis thaliana] 
237371 

uC-gsronu33B116c01bl 
BLASTX 
gl001649 
229 

5.0e-19 
116 

47 , 

(D64002) DNA gyrase A'subunit [Synechocystis sp.]. 
237372 

uC-gsronu33B116c04bl 
BLASTX 
g336392 
271 

7.0e-24 
89 
66 

(J05215) ribosomal protein S17- [Arabidopsis thaliana] 

237373 
. uC-gsronu33B116c05bl 
BLASTX 

g4455330 ' , 

323 

6.0e-30 
149 
46 



34457 



NCBI Description (AL035525) contains EST gb:T44002 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No... 

Seq. ID "' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237374 

uC-gsronu33B116e06bl 

BLASTX 

g3540201 

688 

l.Oe-72 

141 

90 

(AC004260) Putative nuclear protein [Arabidopsis thaliana] 
237375 

uC-gsronu33Bl 1 6el Ibl 

BLASTX 

g421843 

250 

2.0e-21 

71 

68 

?Jf ^i7P^t''HK^ ilL^nlk^'^'^^ ^ " A^^t)idopsis thaliana 

?f (^10909) serine/threonine protein 

kinase [Arabidopsis thaliana] 

237376 

uC-gsronu33B116el2bl 

BLASTX 

g2982444 

509 

8.0e-52 

134 

72 

thalifna]^ ^^^^ ^^^^P^or kinase lilce protein [Arabidopsis 



>gi_1086084_pir S52301 nitrate 

6.6.1) - chicory 



237377 

uC-gsronu33B116f01bl 
BLASTX 
gll71707 
250 

2.0e-21 
66 
70 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1. 

>gi 662902_einb_CAA58909_ {X84 103)'" nitrate reductase (NADH) 
[Cichorium intybus] M^rtun; 

237378 

uC-gsronu33B116f05bl 

BLASTX 

g4185509 

412 ■ • 

l.Oe-43 

111 

78 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 



34458 



t ha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
- Seq. ID 
Method 
NCBI GI^ 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST .score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI' GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



237379 

uC-gsronu33B116g03bl 
BLASTX 
g3176072 
133 

4.0e-16 
52 
88 

{AJ002485) protein phosphatase 1, catalytic beta subunit 
[Medicago sativa] 

237380 ^. r 

uC-gsronu33B116g04bl 

BLASTX 

g3786011 

678 

2.0e-71 

149 

85 

(AC005499) putative-elongation factor [Arabidopsis 
thaliana] 

237381-- 

uC-gsronu33B116h01bl 

BLASTX 

g2809262 

257 

2.0e-22 

109 

46 

(AC002560) F21B7.31 [Arabidopsis thaliana] 
237382 

uC-gsronu33B117a07bl 

BLASTX 

g383147i 

178' 

4.0e-13 

57 

56 

(AC005700) hypothetical protein [Arabidopsis thaliana] 
237383 

uC-gsronu33Bll:7al0bl 

BLASTX 

g3818624 

765 

l.Oe-81 
154 
,96 

(AF095912) actin related protein 2; ARP2 [Arabidopsis 
thaliana] 

237384 

uC-gsronu33B117c04bl 



34459 



Method 
NCBI GI 
^ BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 
g2262113 
191 

2.0e-14 
147 
40 

{AC002343) unknown protein [Arabidopsis thaliana] 
237385 

uC-gsronu33B117c09bl 
BLASTX 
g3924597 
• 145 
4.0e-09 
53 
57 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
237386 

uC-gsronu33B117d08bl 
BLASTX 
g404688 
188 

2.0e-14 
74 
47 

(L19074) cytochrome P450 [Catharanthus roseus] 
237387 

uC-gsronu33B117dllbl 
BLASTX 
g4490303 
249 

3.0e-21 
53 
87 

(AL035678) putative protein [Arabidopsis thaliana] 
237388 

uC-gsronu33B117e03bl 
BLASTX 
g3831441 
155 

3.0e-10 
49 
78 

(AC005819) hypothetical protein [Arabidopsis thaliana] 
237389 

uC-gsronu33B117e04bl 
BLASTX 
gl351014 
206 

l.Qe-16 
41 
93 

40S RIBOSOMAL PROTEIN S8 >gi_968 902_db j_BAA07207_ {D38010) 



34460 



ribosomal protein S8 [Oryza sativa] 



Seq. No. 
Seq.- ID 
"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No.^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq-: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



237390 

uC-gsronu33B117h03bl 

BLASTX 

g2443836 

206 

2.0e-16 

57 

60 

(AF020793) tonoplast intrinsic protein homolog MSMCPl 
[Medicago sativa] 

237391 

uC-gsronu33B121h01bl 

BLASTX 

g3914449 

336 

7.0e-32 

72 

89 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_3172331 (AF041258) 26S proteasome subunit 7 [Prunus 
persica] 

237392 

uC-gsronu33B124a03bl 

BLASTX 

gl279640 

452 

5.0e-45 

134 

62 

(X92204) NAM [Petunia x hybrida] 
237393 

uC-gsronu33B124a06bl 

BLASTX 

g3935183 

249 

2.0e-21 

113 

49 

{AC004557) F17L21.26 [Arabidopsis thaliana] 
237394 

uC-gsronu33B124b01bl 

BLASTX 

g3540181 

230 

5.0e-19 

123 

46 

(AC004122) Unknown protein [Arabidopsis thaliana] 
237395 

uC-gsronu33B124bllbl 



34461 





Method 


BLASTX 




NCBI GI 


;g3096945 




BLAST score 


435 




E value 


4.0e-43 




Match length 


107 




% identity 


80 




NCBI Description 


(AL023094) putative auxin-reaulated nrotp-in rar^aKi H<^y^c 






thaliana] 




Seq. isfo. 


237396 




Seq. ID 


uC-gsronu33B124c08bl 




Method 


BLASTX 






goy^i /o ju 




BLAST score 


336 




E value 


2.0e-31 




Match length 


128 




% identity 


52 




NCBI Description 


(AC005727) hvDothetical orotpin f Ar;:^hi Hnnc: -j <= -i-hai-ianai 




Seq. No. 


237397 




Seq. ID 


uC-gsronu33B124e06bl 




Method 


BLASTX 


UJ 




gl706958 




BLAST score 


716 




E value 


5.0e-76 




Match length 


135 




% identity 


99 




NCBI Description 


(U58284) cellulose SVirhhae^P mnc:ci\7TTi nm hiY-on-J-nml 


r ^ 


Seq. No. 


237398 




Seq. ID 


uC-gsronu33B124e09bl 




Method 


BLASTX 






g4510345 


f=| 


BLAST score 


282 


5 "s 


E value 


4.0e-25 




Match length 


63 




% identity 


78 




NCBI Description 


(ACQ 06 921 ) unknown nrrt+'Pin rAT-;:5hi Hor^c = 

\ * v V J. / j.j\.iiwwii ^x^w/i-cxii i_rii. cijj-Luvj^o i o tnaxianaj 




Seq. No. 


237399 




Seq. ID 


uC-gsronu33B124el0bl 




Method 


BLASTX 






g4 iU / ^: / D 




BLAST score 


151 




E value 


8.0e-10 




Match length 


36 




% identity 


89 




NCBI Description 


(X98506) acetvl— CoA SVnthetaSP r*^o1annm "hnHo-rocnTnl 




Seq. No. 


237400 




Seq. ID 


uC-gsronu33B124f08bl 




Method 


BLASTX 




NCBI GI 


gl22781 




BLAST score 


352 




E value 


3.0e-33 




Match length 


66 




% identity 


97 



34462 



NCBI Description POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir ^A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_1184 4_emb_CAA77364_ (Z0004 4) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 

237401 

uC-gsronu33B124g02bl 
BLASTX 
g2500036 
542 ' 
l.Oe-55 
124 
82 

DIHYDROOROTASE PRECURSOR (DHOASE) >gi_2121273 (AF000146) 
dihydroorotase [Arabidopsis thaliana] 
>gi_3292818_emb_CAA19808_ (AL031018) dihydroorotase 
[Arabidopsis thaliana] 

Seq. No. 237402 

Seq. ID uC-gsronu33B124gl2bl 

Method BLASTX 

NCBI GI gl23534 

BLAST score 532 

E value 2.0e-54 

Match length 133 

% identity 77 

NCBI Description 17.3 KD CLASS I HEAT SHOCK - PROTEIN (HSP 17.3) 

>gi_714 93_pir HHSY17 heat shock protein 17 - soybean 

>gi_18 656_emb_CAA25578_ (X01104) heat shock protein 6871 

{aa 1-153) [Glycine max] >gi_224205_prf 1012218B protein 

6871, heat shock [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



237403 

uC-gsronu33B125b03bl 

BLASTX 

g2'330651 

172 

3.0e-12 

90 

52 

(Y14559) topoisomerase II 



[Pisum sativum] 



237404 

uC-gsronu33B125c02bl 

BLASTX 

g2293566 

278 ' 

l.Oe-24 

53 

98 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 
237405 

uC-gsronu33B125c05bl 

BLASTX 

gl762436 



34463 



BLAST score 
E value 
Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



279 

2.0e-25 

65 

80 

(U60277) acyl-acyl carrier protein desaturase [Asclepias 
syriaca] 

237406 

uC-gsronu33B125d01bl 

BLASTX 

g3763916 

203 

4.0e-16 

79 

52 

{AC004 4 50) unknown protein [Arabidopsis thaliana] 

>gi_4 531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 

protein [Arabidopsis thaliana] 

237407 

uC-gsronu33B125dl0bl 

BLASTX 

g4432866 

140 

2.0e-09 

123 

31 

(AC006300) putative reverse transcriptase [Arabidopsis 
thaliana] 

237408 

uC-gsronu33B125fllbl 

BLASTX 

g2677828 

483 

l-Oe-48 

135 

67 

(U93166) cysteine protease [Prunus armeniaca] 
237409 

uC-gsronu33B125g01bl 

BLASTX 

g2738982 

169 

6.0e-13 

100 

43 

(AF022157) CYP71A10 [Glycine max] 
237410 

uC-gsronu33B125g05bl 

BLASTX 

g2648273 

214 

2.0e-17 
89 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



47 * - 

(AE00094 9) argininosuccinate synthetase (argG) 
[Archaeoglobus fulgidus] 

237411 

uC-gsronu33B125g06bl 

BLASTX 

g3236255 

373 

8.0e-36 

127 

59 

{AC004 684) hypothetical protein [Arabidopsis thaliana] 
237412 

uC-gsronu33B125h03bl 

BLASTX 

g3510260 

373 

7.0e-36 
100 

72 ... 
(AC005310) putative AP2 domain containing protein 
[Arabidopsis thaliana] >gi_3522951 (AC004 411) putative AP2 
domain containing protein [Arabidopsis thaliana] 

237413 

uC-gsronu33B125h07bl 

BLASTX 

g3033381 

149 

2.0e-09 
39 
67 

(AC004238) 
thaliana] 



putative UDP-galactose-4-epimerase [Arabidopsis 



237414 

uC-gsronu33B125hl0bl 

BLASTX 

g2129495 

334 

3.0e-31 

91 

70 

fiber protein E6 (clone SIE6-2A) - sea-island cotton 
>gi_1000088 (U30507) E6 [Gossypium barbadense] >gi_1000090 
(U30508) E6 [Gossypium barbadense] 

237415 

uC-gsronu33B126a03bl 

BLASTX 

gl350720 

265 

l.Oe-23 

68 

74 
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NCBI Description 



60S RIBOSOMAL PROTEIN L32 



Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237416 

uC-gsronu33B126b01bl 

BLASTX 

gll74592 

535 

5.0e-55 
103 

97 . 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 {U12589) alpha-tubulin [Pisum 
sativum] 

237417 

uC-gsronu33B126bllbl 

BLASTX 

g4455338 

538 

3.0e-55 

114 

91 

(AL035525) putative protein [Arabidopsis thaliana] 
237-418 

uC-gsronu33B12 6c09bl 

BLASTX 

g3269287 

344 

l.Oe-32 

85 

79 

(AL030978) GH3 like protein [Arabidopsis thaliana] 
237419 

uC-gsronu33B126d08bl 

BLASTX 

g3249068 

263 

9.0e-23 

128 

42 

(AC004473) Contains similarity to zinc-binding protein 
(PWA33) gb_L04190 from Pleurodeles waltlii. [Arabidopsis 
thaliana] 

237420 

uC-gsronu33B126d09bl 

BLASTX 

gl420887 

189 

3.0e-14 

69 

48 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 



- 34 4 66 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237421 

uC-gsronu33B126e02bl 

BLASTX 

g4510346 

147 

6.0e-10 

40 

68 

(AC006921) hypothetical protein [Arabidopsis thaliana) 
237422 

uC-gsronu33B126e06bl 

BLASTX 

gll73223 

171 

2.0e-12 

36 

94 

40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribosomal 
protein Sll [Glycine max] 

237423 

uC-gsronu33B126f04bl 

BLASTX 

g4378848 

415 

1..0e-40 
139 

56 - 
(AF124349) hydrolase [Zymomonas mobilis] 

237424 

uC-gsronu33B126f lObl 

BLASTX 

g3478637 

282 

3.0e-25 

123 

41 

(AC005546) R29425_l [Homo sapiens] 
237425 

uC-gsronu33B126g06bl 

BLASTX 

g3885334 

209 

6.0e-28 

121 

65 

(AC005623) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



237426 

uC-gsronu33B126h09bl 

BLASTX 

g283503 

138 
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E value 8.0e-09 
Match length 43 . 

% identity '70 

NCBI Description tubulin alpha chain - Euplotes vannus (SGC9) 

>gi_9327_emb_CAA77816_ (Z11769) alpha-Tubulin [Euplotes 
vannus] 

Seq. No. 237427 

Seq, ID uC-gsronu33B127a01bl 

Method BLASTX 

NCBI GI g2252866 

BLAST score 308 

E value 3.0e-28 

Match length 88 

% identity 80 

NCBI Description (AF013294) contains region of similarity to SYT 

[Arabidopsis thaliana] 

Seq. No. 237428 

Seq. ID uC-gsronu33B127a03bl 

Method BLASTX 

NCBI GI g4455207 

BLAST score 270 

E value 3.0e-30 

Match length 88 

% identity 82 

NCBI Description (AL035440) ubiquitin-like protein [Arabidopsis thaliana] 

Seq. No. . 237429 

Seq. ID uC-gsronu33B127a06bl 

Method BLASTX 

NCBI GI g2443887 

BLAST score 222 

E value 2 . Oe-18 

Match length 61 

% identity 74 

NCBI Description (AC002294) Similar to transcription factor 

gb_Z4 6606_1658307 and others [Arabidopsis thaliana] 

237430 

uC-gsronu33B127a07bl 
BLASTX 
gl30771 
173 

2.0e-12 
82 

41 * * . ' 

PHOSPHATIDYLINOSITOL TRANSFER PROTEIN ALPHA ISOFORM (PTDINS 
TRANSFER PROTEIN ALPHA) (PTDINSTP) (PI-TP-ALPHA) 

>gi_92602_pir A34391 phosphatidylinositol transfer protein 

- rat >gi_2064 95 {M25758) phosphatidylinositol transfer 
protein [Rattus norvegicus] 

Seq. No. 237431 

Seq. ID uC-gsronu33B127a08bl 

Method BLASTX 

NCBI GI g2662343 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34468 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



523 

2.0e-53 

104 

97 

{D63581) EF-1 alpha [Oryza sativa] 
237432 

uC-gsronu33B127dl2bl 

BLASTX 

g2832777 

281 

4.0e-25 
104 

50 ' 

(AL021086) l-evidence=predicted by match; 
l-match_accession=SWISS-PROT : P53624 ; 
l-match_description=MANNOSYL-OLIGOSACCHARIDE 
ALPHA-1,2-MANN0SIDASE ISOFORM 1 (EC 3.2.1.113) 
(MAN (9) -ALPHA-MANNOSIDASE) . ; l-match_species=DROSOPHILA 

237433 

uC-gsronu33B127f02bl 

BLASTX- 

g2293360 

235 

9.0e-20 

84 ' 
58 

(D87670) polyphenol oxidase [Malus domestica] 
237434 

uC-gsronu33B127h03bl 

BLASTX 

g4151068 

546 

3.0e-56 

114 

90 

{Y108 62) ribonucleotide reductase [Nicotiana tabacum] 
237435 . 

uC-gsronu33B129a01bl 

BLASTX 

g4544369 

386 

3.0e-37 

150 

51 

(AC006920) hypothetical protein [Arabidopsis thaliana] 
237436 

uC-gsronu33B129b04bl 

BLASTX 

g549010 

376 

4.-0e-36 
80 
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% identity 88 - 

NCBI Description EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERFl) 

(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUPl HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUPl 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb__CAA4 9172_ (X69375) similar to yeast 
omnipotent suppressor protein SUPl (SUP4 5) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_14 9524 9_emb_CAA6 611 8_ (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 


237437 


Seq. ID 


uC-gsronu33B129b05bl 


Method 


BLASTX 


NCBI GI 


g2244834 


BLAST score 


287 


E value 


l.Oe-25 


Match length 


164 


% identity 


36 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


'237438 


Seq. ID 


uC-gsronu33B129bl2bl 


Method 


BLASTX 


NCBI GI 


g88079 


BLAST score 


427 


E value 


3.0e-42 


Match length 


113 


% identity 


68 


NCBI Description 


ribosomal protein LIO, cytosolic - human (fragment) 




>gi 249371 bbs 103310 (S35960) laminin receptor homo 




[human. Peptide Partial, 153 aa] [Homo sapiens] 


Seq. No. 


237439 


Seq. ID 


uC-gsronu33B129cl2bl 


Method 


BLASTX 


NCBI GI 


g2317729 


BLAST score 


738 


E value 


l.Oe-78 


Match length 


146 


% identity 


92 


NCBI Description 


(AF013627) reversibly glycosylated polypeptide-1 




[Arabidopsis thaliana] 


Seq. No. 


237440 


Seq. ID 


uC-gsronu33B129dllbl 


Method 


BLASTX 


NCBI GI 


g2384696 


BLAST score 


284 


E value 


3.0e-25 


Match length 


132 


% identity 


46 


NCBI Description 


(AF013216) acyl-CoA oxidase [Myxococcus xanthus] 


Seq. No. 


237441 


Seq. ID 


uC-gsronu33B129f07bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST ^ score 

E value' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g4467158 

293 

2.0e-26 

148 

50 

(AL035540) putative protein [Arabidopsis thaliana] 
237442 

uC-gsronu33B129g05bl 

BLASTX 

gl805254 

409 

5.0e-40 ^- 

89 

83 

{U62622) monogalactosyldiacylglycerol synthase [Cucumis 
sativus] 

237443 

uC-gsronu33B129g09bl 

BLASTX 

gl352442 

307 

6.0e-28 

75 

75 

EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 
(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-(IS0)4F 25 KD 

SUBUNIT) (EIF-(IS0)4F P28 SUBUNIT) >gi_1002917 (U34598) 
[Oryza sativa] 

237444 

uC-gsronu33B129h05bl 

BLASTX 

g4545262 

215 

3.0e-17 

48 

85 

(AF118230) 
hirsutum] 



p28 



metallothionein-like protein [Gossypium 



237445 

uC-gsronu33B129h06bl 

BLASTX 

g4454484 

383 

8.0e-37 

120 

62 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 

237446 

uC-gsronu33B130e03bl 
BLASTX 



34471 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g629483 
279 

9.0e-25" 
106 
55 

gene 1-Sc3 protein - European white birch 
>gi 534898_einb_CAA54696_ (X77601) 1 Sc-3 [Betula pendula] 
>gi_1584322_prf_2122374C allergen Bet v 1-Sc3 [Be^Cla 
pendula] 

237447 

uC-gsronu33B130e05bl 

BLASTX 

g3157949 

170 

6.0e-12 

41 

63 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thiliana] 

237448 

uC-gsronu33B130e06bl 

BLASTX 

g4510383 

347 

l.Oe-32 
111 

(AC007017) unknown protein [Arabidopsis thaliana] 
237449 

uC-gsronu33B130e08bl 

BLASTX 

g4138583 

330 

3.0e-31 

73 

88 

(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 
237450 

uC-gsronu33B130el0bl 

BLASTX 

gl652327 

267 

3.0e-23 • 

134 

46 

{D90904) hypothetical protein [Synechocystis . sp. ] 
237451 

uC-gsronu33B130f01bl - 

BLASTX 

gl345793 

318 



34472 



E value 
Match length 
% .identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-30 
63 

97 ■ 

CHALCONE SYNTHASE 3 (NARINGENIN-CHALCONE SYNTHASE 3) 

>gi_1084446_pir S55464 chalcone synthase 3 - gerbera 

hybrid >gi_1362143_pir S56701 chalcone synthase 3 - 

gerbera hybrid >gi_853932_emb_CAA86220_ (Z38098) chalcone 
synthase [Gerbera hybrida] 

237452 

uC-gsronu33B130fl0bl 

BLASTX 

g4249388 

326 

2.0e-30 

87 

71 

(AC005966) Similar to gb_AF025438 Opa-interacting protein 
(0IP2) from Homo sapiens. [Arabidopsis thaliana] 

237453 

uC-gsronu33B130h04bl 

BLASTX 

g2191175 

266 " 

2.0e-23 

113 

50 

(AF007270) A_IG002R16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI - 
BLAST score 
E value 



237454 

uC-gsronu33B130hlObl 

BLASTX 

g3738297 

156 

6.0e-ll 

43 

13 

(AC005309) unknown protein [Arabidopsis thaliana] 
237455 

uC-gsronu33B132a08bl 

BLASTX 

g3661610 

138 

7.0e-09 

60 

43 

(AF092565) splicing factor Prp8 [Homo sapiens] 
237456 

uC-gsronu33B132b09bl 

BLASTX 

gl00226 

182 

3.0e-16 



34473 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



142 
39 

hypothetical protein -.tomato >gi_19275_emb_CAA78112 
(Z12127) protein of unknovm function [Lycopersicon ~ 
esculentum] >gi_445619_prf_1909366A Leu zipper protein 
[Lycopersicon esculentum] 

237457 

uC-gsronu33B132bl0bl 

BLASTX 

g4455159 

337. 

7.0e-32 

95 

64 

(AL021687) putative protein [Arabidopsis thaliana] 
237458 

uC-gsronu33B132e02bl 

BLASTX 

g3128203 

488 

3.0e-49 

138 

68 

(AC004521) unknown protein [Arabidopsis thaliana] 
237459 

uC-gsronu33B132f06bl 

BLASTX 

gl351279 

497 

2.0e-50 

116 

84 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_602596_emb_CAA58230 . (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

237460 

uC-gsronu33B132fl2bl 

BLASTX 

g3738285 

301 

2.0e-27 

64 

83 

(AC005309) unknown protein [Arabidopsis thaliana] 
237461 

uC-gsronu33B132g02bl 

BLASTX 

g4567226 

183 - 

2.0e-13 

73 

55 



34474 



NCBI Description (AC007119) unknown protein [Arabidopsis thaiiana] 

Seq. No. 237462 

Seq. ID uC-gsronu33B132gllbl 

Method BIiASTX 

NCBI GI g3"157936 

BLAST score 174 

E value 2.0e-12 

Match length 90 

% identity 37 

NCBI Description (AC002131) Contains similarity to NFATc3 gb_U28807 from Mas 
musculus. [Arabidopsis thaiiana] 

Seq. No. 237463 

Seq. ID uC-gsronu33B132h03bl 

Method BLASTX 

NCBI GI g4545262 

BLAST score 159 

E value l,0e-10 

Match length 44 

% identity 64 

NCBI Description {AF118230) metallothionein-like protein [Gossypium 
hirisutum] 

Seq. No. 237464 

Seq. ID uC-gsronu33B13'4b02bl 

Method BLASTX 

NCBI GI g2982431 

BLAST score 240 

E value 3.0e-20 

Match length 121 

% identity 3 

NCBI Description (AL022224) leucine rich repeat-like protein [Arabidopsis 
thaiiana] 

Seq. No. 237465 - 

Seq. ID uC-gsronu33B134b04bl 

Method BLASTX 

NCBI GI g3335363 

BLAST score 504 

E value 3.0e-51 

Match length 131 

% identity 37 

NCBI Description (AC003028) hypothetical protein [Arabidopsis thaiiana] 

Seq. No. 237466 

Seq. ID uC-gsronu33B134b08bl 

Method BLASTX 

NCBI GI g4138137 

BLAST score 284 

E value 2.0e-25 

Match length 61 

% identity 79 

NCBI Description (AJ012796) ss-galactosidase [Lycopersicon esculentum] 

Seq. No. 237467 

Seq. ID uC-gsronu33B134c01bl 



34475 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID ^, 

Method 

NCBI GI 

BLAST score 

E value 

Match lengthy 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl777443 

407 

8.0e-40 

91 

85 

(U28422) CCAl [Arabidopsis thaliana] >gi_3510263 (AC005310) 
DNA-binding protein CCAl [Arabidopsis thaliana] >gi 4090569 
{U79156) CCAl [Arabidopsis thaliana] 

237468 

uC-gsronu33B134c03bl 

BLASTX 

g3461835 

502 

5.0e-51 

123 

79 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

.237469 

*uC-gsronu33B134d09bl 
BLASTX 

g266989 ' " ' 

289 

5.0e-26 

93 

62 

GTP-BINDING PROTEIN SARIB >gi_322517_pir S28603 

GTP-binding protein - Arabidopsis thaliana >gi_166734 
(M95795) GTP-binding protein [Arabidopsis thaliana] 

237470 

uC-gsronu33B134e05bl 

BLASTX 

g3395756 

168 

3.0e-18 

91 

56 

(U76297) plantacyanin [Arabidopsis thaliana] >gi_3461812 
(AC004138) putative basic blue protein [Arabidopsis 
thaliana] 

237471 

uC-gsronu33B134e08bl 

BLASTX 

g3702343 

271 

5.0e-24 

114 ... 
53 . 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 



34476 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



237472 

uC-gsronu33B134f04bl 

BLASTX 

gll73223 

353 - 

2.0e-33 

70 

94 

40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribosomal 
protein Sll [Glycine max] 

237473 

uC-gsronu33B136a02bl 

BLASTX 

g3420054 

217 

l.Oe-17 

120 

42 

(AC004680) unknown protein [Arabidopsis thaliana] 
237474 

uC-gsronu33B136b01bl 

BLASTX 

gl00226 

154 

4.0e-10 

83 

45 

hypothetical protein - tomato >gi_19275_emb_CAA78112 
(Z12127) protein of unknown function [Lycopersicon ~ 
esculentum] >gi_445619_prf_1909366A Leu zipper protein 
[Lycopersicon esculentum] 

237475 

uC-gsronu33B136c04bl 

BLASTX 

g4468979 

24 8 ^ 

3.0e-21 

73 

68 

(AL035605) putative protein [Arabidopsis thaliana] 
237476 

uC-gsronu33B136cl2bl 

BLASTX 

g4115383 • 

143 

3.0e-13 

104 

48 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 

237477 

uC-gsronu33B136d05bl 



34477 



Method 


BLASTX 


NCBI GI 


g2281090 


BLAST score 


458 


E value 


7 . Oe-4 6 






% ideni"ii"v 

V ^ \m^S^X 1 ^ L» V 


70 




iHuuu^jjjj nypotnetical protein [Arabidopsxs thaliana] 


Seq. No. 


237478 


Seq. ID 


y o J- vjiiuj JOX J DUU DlJX 


Method 


BLASTX 


NCBI GI 


g4006896 


BLAST score 


280 


E value 


4.0e-25 


Match lp»nrr1~h 


X X J 


% identity 


60 




l^yy/u«) SCARECROW- like protein [Arabidopsis thaliana] 


Seq. No. 


^ J t H / _7 


Seq. ID 


uv^ y oi V*^^-^ •-'Ox 0 OS X 1 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


-J .J 


.E value 


4 Oe-"^! 

*a . VJ C -J X 


Match lenafh 


X J *i 


% ident 1 1" v 


SI 
^ X 


lN\_*ox UCo^_X X^ L XUll 


(ACUUJlUb) putative receptor kinase [Arabidopsis thaliana 


Sea. No 


Z, J / ri O U 


Seq. ID 


y o J- ^-'i 1 u. J jox o u X u ^x? X 


Method 


BLASTX 


NCBI GI 


g4185819 


BLAST score 


192 


E value 


7 np-1 s 


Match length 


47 


% idPTTt" 1 i~ V 


o o 


NCBI Description 


^rtrxxD04o; meTiaiiomionein-iiKe type 1 protein [Ipomoea 






Seq. No. 


?^74 ft 1 


Seq. ID 


uix^ y fcD J. kjliuj JOX J DX U *iiJX 


Method 


BLASTX 


NCBI GI 


g2911799 


BLAST score 


494 


E value 


6.0e-50 


Match length 


121 


% identity 


83^ 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF008184) 4-coumarate:CoA ligase 1 [Populus balsamifera 
subsp. trichocarpa X Populus deltoides] 

237482 

uC-gsronu33B136f09bl 

BLASTX 

g4185819 

192 

2.0e-14 
47 



34478 



% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



68 

(AFri6845) metallothionein-like type 1 protein [Ipomoea 
batatas] 

237483 

uC-gsronu33B136g01bl 

BLASTX 

g3046700 

211 

3.0e-17 

65 

66 

{AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi_3093276_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

237484 

uC-gsronu33B136g02bl 

BLASTX 

g267124 

221 

l.Oe-23 

79 

57 

THIOREDOXIN H-TYPE 1 (TRX-Hl) >gi_100387_pir_S16590 
thioredoxin hi - common tobacco >gi_20047_emb_CAA41415 
(X58527) thioredoxin [Nicotiana tabacum] ~ ~ 

237485 

uC-gsronu33B136g09bl 

BLASTX 

g4079637 

644 

l.Oe-67 
123 
97 • 

(X12769) beta-tubulin [Tetrahymena pyriformis] 
237486 

uC-gsronu33B136hllbl 

BLASTX 

g2245125 

161 

5.0e-ll 

45 

62 

{Z97343) hypothetical protein [Arabidopsis thaliana] 
237487 

uC-gsronu33B137a03bl 

BLASTX 

gl619300 

273 

5.0e-24 

102 

53 



34479 



NCBI Description (X95269) LRR protein [Lycopersicon esculent 



uml 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. . ID 
Method ^ 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST- score* 
E value • 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



237488 

uC-gsronu33B137a06bl 
BLASTX 
g2781345 
507 

2.0e-51 
149 
62 

(AC003113) F2401.2 [Arabidopsis thaliana] 
237489 

uC-gsronu33B137b02bl 
BLASTX 
g2995405 
268 

2.0e-23 
75 
65 

(Y12432) polyprotein [Ananas comosus] 
237490 

uC-gsronu33B137b08bl 
BLASTX 
g3183640 
191 

9.0e-15 
35 
97 

(AJ005869) transmembrane channel protein [Cicer arietinum] 
237491 

uC-gsronu33B137c06bl 
BLASTX 
g3292823 
175 

l.Oe-12 
105 
36 

(AL031018) putative protein [Arabidopsis thaliana] 
237492 

uC-gsronu33B137c07bl 
BLASTX 
gl840045 
-148 
2.0e-09 
153 
28 

(U49082) transporter protein [Homo sapiens] 
237493 

uC-gsronu33B137c08bl ^' ' ' 
BLASTX 
g4538920 
275 



34480 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-24 

76 

38 

{AL049483) nitrogen fixation like protein [Arabidopsij 
thalxana] 

237494 

uC-gsronu33B137e04bl 

BLASTX 

g3643602 

399 

9.0e-39 

133 

62 

(AC005395) putative tonoplast intrinsic protein 
[Arabidopsis thaliana] 

237495 

uC-gsronu33B137el0bl 

BLASTX 

g3894157 

366 

6.0e-35 

158 

8 

{AC005312) 
thaliana] 



putative protein kinase, 3» partial [Arabidopsis 



237496 

uC-gsronu33B137ellbl 

BLASTX 

gll5607 

452 

5.0e-45 

156 

54 

PHOSPHOENOLPYRUVATE CARBOXYLASE (PEPCASE) (PEPC) 

>gi_68033_pir QYEC phosphoendlpyruvate carboxylase (EC 

4.1.1.31) - Escherichia coli >gi_4 558284_pdb IFIY 

Three-Dimensional Structure Of PhosphoenolpyFuvate 

Carboxylase From Escherichia Coli At 2 . 8 A Resolution 

>gi 48666^emb_CAA29332_ (X05903) PEP carboxylase (AA 1-883) 

[Escherichia coli] >gi_396303 (U00006) phosphoenolpyruvate 

carboxylase [Escherichia coli] >gi_1790393 (AE000469) 

phosphoenolpyruvate carboxylase [Escherichia coli] 

>gi_352091_prf_1005219A carboxylase, phosphoenolpyruvate 
[Escherichia coli] 

237497 

uC-gsronu33B137f04bl 

BLASTX 

g2789660 

334 

3.0e-31 

137 

56 

(AF040102) pl05 [Arabidopsis thaliana] 



34481 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value" 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



237498 

uC-gsronu33B137g05bl 
BLASTX 
g3024017 
326 

2.0e-30 
79 
85 

EUKARYOTIC TRANSLATION INITIATION FACTOR lA (EIF-lA) 
(EIF-4C) >gi_2565421 (AF026804) eukaryotic translation 
initiation factor elF-lA [Onobrychis viciifolia] 

237499 

uC-gsronu33B137g08bl 

BLASTX 

g2980790 

144 

3.0e-09 

43 

56 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
237500 

uC-gsronu33B137gllbl 

BLASTX 

g3258571 

522 

3.0e-53 

139 

79 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
237501 

uC-gsronu33B137hllbl 

BLASTX 

gl332579 

709 

4.0e-75 * 

143 

10 

(X98063) polyubiquitin [Pinus sylvestris] 
237502 

uC-gsronu33B138a02bl 

BLASTX 

g3264611 

254 

7.0e-22 

52 

90 

(AF061511) seven in absentia homolog [Zea mays] 
237503 

uC-gsronu33B138a03bl 

BLASTX 

gl514649 



34482 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value*' 

Match length 

% identity 

NCBI Description 



345 

2.0e-32 

154 

49 

(X86021) potassium channel [Solanum tuberosum] 
237504 

uC-gsronu33B138b02bl 

BLASTX 

g3193316 

569 

8.0e-59 

140 

80 

(AF069299) 
epimer;ases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



237505 

uC-gsronu33B138b06bl 

BLASTX 

g2462753 

391 

3.0e-38 

82 . ' ^ 
83 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 

237506 

uC-gsronu33B138bllbl 

BLASTX 

g2088648 

191 

8.0e-15 

80 

50 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
237507 

uC-gsronu33B138e05bl 

BLASTX 

g2982331 

316 

3.0e-29 

64 

98 

(AF051251) TAT-binding protein homolog [Picea mariana] 
237508 

uC-gsronu33B138f04bl 

BLASTX 

g2827002 

255 

*3.0e-22 
51 
100 

(AF005993) HSP70 [Triticum aestivum] 



34483 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value " 

Match length 

% identity 

NCBI" Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



237509 

uC-gsronu33B138f05bl 

BLASTX 

gl063276 

389 

l.Oe-37 

99 

7-9 

(X92893) geranylgeranyl pyrophosphate synthase 
[Catharanthus roseus] 

237510 

uC-gsronu33B138f07bl 

BLASTX 

g3097300 

199 

2.0e-15 

114 

35 

(AB006754) acid alpha glucosidase [Coturnix japonica] 
237511 

uC-gsronu33B138g07bl 

BLASTX 

g939726 

562 

6.0e-58 

133 

78 

1U31370) cyclophilin [Arabidopsis thaliana] 
237512 

uC-gsronu33B138g09bl 

BLASTX 

g3142300 

336 

l.Oe-31 

104 

63 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

237513 

uC-gsronu33B138gllbl 

BLASTX 

g2980806 

276 

2.0e-24 

70 

69 

(AL022197) putative protein [Arabidopsis thaliana] 
237514 

uC-gsronu33B138h05bl 



34484 



Method 
* NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST" score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3024505 
551 

l.Oe-56 
119 
89 

RAS-RELATED PROTEIN RABllD >gi 623580 (L29270) putative 
[Nicotiana tabacum] 

237515 

uC-gsronu33B138hl2bl 

BLASTX 

g3024689 

404 

l.Oe-39 

110 

17 

TRANSCRIPTION INITIATION FACTOR TFIID 100 KD SUBUNIT 

SpJ^Tin^lu^^''"'^^^^ >gi_1491718_emb CAA64777 (X95525) 
nTAFIIlOO [Homo sapiens] ~ ~ 

237516 

uC-gsronu33B139al0bl 

BLASTX 

g4454482 

205 

2.0e-16 

91 

54 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
237517 

uC-gsronu33B139bl2bl 

BLASTX 

g2505870 

469 

4.0e-47 

102 

88 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
237518 

uC-gsronu33B139c02bl 

BLASTX 

g2498329 

173 

2.0e-12 

63 

62 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665 pir S65571 
^^^^f^l!!!^?^"'^^^'^^ protein GNOM - Arabidopsis thlTiana 
>gi 1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyce 
cerevisiae Sec7 protein, GenBank* Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



34485 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237519 

uC-gsronu33B139cl0bl * ' 

BLASTX 

g3121739 

311 

2.0e-28 

144 

16 

ANGIO-ASSOCIATED MIGRATORY CELL PROTEIN 
>gi_2134759_pir_I39383 angio-associated migratory cell 
protein - human >gi_870803 (M95627) angio-associated 
migratory cell protein [Homo sapiens] 

>gi_4557229_ref_NP_001078.1_pAAMP_ angio-associated, 
migratory cell protein 

237520 

uC-gsronu33B139cllbl 

BLASTX 

g2702272 

197 

3.0e-15 

69 

17 

(AC003033) hypothetical protein [Arabidopsis thaliana] 
237521 

uC-gsronu33B139d06bl 

BLASTX 

g3738327 

292 

2.0e-26 

97 

65 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] ^ 

237522 

uC-gsronu33B139e08bl 

BLASTX 

g3201680 

499 

l.Oe-50 

140 

67 

(AF060941) extra-large G-protein [Arabidopsis thaliana] 
237523 

uC-gsronu33B139fl2bl 

BLASTX 

g4538929 

394 

3.0e-38 

155 . • 

59 

{AL04 9483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



34486 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



237524 

uC-gsronu33B139gl0bl 
BLASTX 
g585338 
224 

2.0e-18 
54 
81 

ADENYLATE KINASE B (ATP-AMP TRANS PHOSPHORYLASE) 
>gi 391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] ^ 

237525 

uC-gsronu33B141a06bl 

BLASTX 

g3023816 

284 

2.0e-25 

56 

96 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

237526 

uC-gsronu33B141b06bl 

BLASTX 

g4056506 

219 

l.Oe-17 

135 

34 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
237527 

uC-gsronu33B141b09bl 

BLASTX 

g2832642 

171 

4.0e-12 

137 

19 

(AL021710) putative protein [Arabidopsis thaliana] 
237528 

uC-gsronu33B141dl2bl 

BLASTX 

gl706958 

733 

6.0e-78 

154- 

90 

{U58284) cellulose synthase [Gossypium hirsutum] 
237529 

uC-gsronu33B141e05bl 



34487 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



putative 26S proteosome regulatory subunit 8 



BLASTX 
g4309734 
716 

6.0e-76 
171 
80 

(AC006439) 

[Arabidopsis thaliana] 
237530 

uC-gsronu33B141e09bl • 

BLASTX 

g3548818 

254 

6.0e-22 

66 

73 

(AC005313) unknown protein [Arabidopsis thaliana] 
237531 

uC-gsronu33B141ellbl 

BLASTX 

g81857 

241 

2.0e-20 

49 

90 

IgE-dependent histamine-releasing. factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

237532 

uC-gsronu33B141g08bl 

BLASTX 

g3024706 

200 

2.0e-15 

69 

55 

TRANSCRIPTION INITIATION FACTOR TFIID 18 KD SUBUNIT 

(TAFII-18) (TAFII18) >gi_1362894_pir S54782 PolII 

transcription factor TFIID chain hTAFIIlS - human 
>gi_7 91053_emb_CAA58827_ (X84003) PolII transcription 
factor TFIID [Homo sapiens] 

237533 

uC-gsronu33B141h05bl 

BLASTX 

g228403 

226 

l.Oe-18 

113 

51 

glycolate oxidase [Lens culinaris] 
237534 

uC-gsronu33B14 Ihllbl 



34488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g81857 . 
340 

7.0e-32 

71 

90 

IgE-dependent histamine-releasing factor homolog - alfalfa 
(fragment) >gi_19658_emb_CAA4534 9_ (X63872) translationally 
controlled tumor protein [Medicago sativa] 

237535 

uC-gsronu33B143al2bl 

BLASTX 

g4454043 

499 

l.Oe-50 

151 

64 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 
237536 

uC-gsronu33B143c03bl 

BLASTX 

g3426039 

447 • 

l.Oe-44 . 
126 

66 ^ 
(AC005168) unknown protein [Arabidopsis thaliana] 

237537 

uC-gsronu33B143c06bl 

BLASTX 

g3643607 

326 

l.Oe-30 

83 

40 

(AC005395) unknown protein [Arabidopsis thaliana] 
237538 

uC-gsronu33B143c07bl 

BLASTX 

g2191165 

209 

l.Oe-16 
82 

50 ^ 

(AF007270) 
thaliana] 



A_IG002P16. 14 gene product [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



237539 

uC-gsronu33B143d02bl 
BLASTX 
"g3548801 
188 

2.0e-14 
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Match length 48 
% identity 75 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST • score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD17445_ {AC006284) putative 
integral membrane protein (Arabidopsis thaliana] 

237540 

uC-gsronu33B14 3d07bl 

BLASTX 

g3023651 

153 

4.0e-10 

69 

49 

D-LACTATE DEHYDROGENASE [CYTOCHROME] PRECURSOR (D-LACTATE 
FERRICYTOCHROME C OXIDOREDUCTASE) (D-LCR) 
>gi_1076962_pir_S51528 D-lactate dehydrogenase 
(cytochrome) (EC 1.1.2.4) - yeast (Kluyveromyces marxianus 
var. lactis) >gi_602029_emb_CAA50635_ (X71628) D-lactate 
dehydrogenase (cytochrome) [Kluyveromyces lactis] 

237541 

uC-gsronu33B143e07bl 

BLASTX 

g2558664 

240 

3.0e-20 

81 

59 

{AC002354) hypothetical protein [Arabidopsis thaliana] 
237542 

uC-gsronu33B143f09bl 

BLASTX 

gll70660 

.191 

l.Oe-14 

89 

52 

MEVALONATE KINASE (MK) >gi_54 1880_pir S42088 mevalonate 
kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614_emb_CAA54 820_ (X77793) mevalonate kinase 
[Arabidopsis thaliana] 

237543 

uC-gsronu33B143g05bl 

BLASTX 

g2388689 

220 

6.0e-18 

85 

55 

(AF016633) GHl protein [Glycine max] 
237544 

uC-gsronu33Bl 4 3g0 9bl 
BLASTX 



34490 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 

Seq.* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539465 

144" 

7.0e-09 

89 

39 

{AL049500) putative protein [Arabidopsis thaliana] 
237545 

uC-gsronu33B144a04bl 

BLASTX 

g4545262 

250 

2.0e-21 

61 

72 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

237546 

uC-gsronu33B144allbl 
BLASTX 

gll99772 - ■ . 

170 

4.0e-12^ 
34 

85 ■ ' " 

(D83226) extensin like protein [Populus nigra] 
>gi_1199774_dbj_BAA11855_ (D83227) extensin like protein 
[Populus nigra] 

237547 

uC-gsronu33B144b02bl 

BLASTX 

g3075397 

324 

3.0e-30 

112 

57 

(AC004484) hypothetical protein [Arabidopsis thaliana] 
237548 

uC-gsronu33B14 4b06bl 

BLASTX 

gl572819 

208 

l.Oe-16 

113 

41 

(U70855) 
elegans] 



similar to the RAS gene family [Caenorhabditis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



237549 

uC-gsronu33B14 4el0bl 
BLASTX 

g2351378 ' -^^ 
318 

2.0e-29 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



129 
50 

(U54558) translation initiation factor eIF3 p66 subianit 
[Homo sapiens] >gi_4200328_eihb_CAA18440_ (AL022313) 
EIF3-P66 [Homo sapiens] 

>gi_4503523_ref_NP_003744. l_pEIF3S7_ UNKNOWN 
237550 

uC-gsronu33Bl 4 4 f 09bl 

BLASTX 

g2980777 

217 

l.Oe-17 

110 

41 

(AL022198) putative protein [Arabidopsis thaliana] 
237551 

uC-gsronu33B14 4h03bl 

BLASTX 

g2970051 

243 

l,0e-20 
75 

63 _ ■ 

{AB012110) ARGIO [Vigna radiata] 

237552 

uC-gsronu33B145c08bl 

BLASTX 

g3687223 

160 

8.0e-ll 

38 

82 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
237553 

uC-gsronu33B14 5dl0bl 

BLASTX • 

g548770 

213 

l.Oe-28 

81 

83 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

237554 

uC-gsronu33B14 5f08bl 

BLASTX 

g3046693 

308 

3.0e-28 

91 

60 



34492 



NCBI Description (AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237555 

uC-gsronu33B14 5g01bl 

BLASTX 

g3953458 

362 

9.0e-46 

127 

72 

(AC002328) F20N2.3 [Arabidopsis thaliana] 
237556 

uC-gsronu33B145g08bl 

BLASTX 

g2347188 

277 

l.Oe-24 

122 

42 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 {AC004165) putative laccase [Arabidopsis 
thaliana] 

237557 

uC-gsronu33B145hl0bl 

BLASTX 

g2647949 

422 

l.Oe-41 

87 

83 

(AJ001369) cytochrome b5 [Olea europaea] 
237558 

uC-gsronu33B14 5hl2bl 

BLASTX 

g2244780 

556 

2.0e-61 

152 

87 

{Z97335) hypothetical protein [Arabidopsis thaliana] 
237559 

uC-gsronu33B14 6b07bl 

BLASTX 

gll73055 

217 

4.0e-18 

47 

96 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_541961_pir S424 97 

ribosomal protein Lll.e - alfalfa >gi_1076504^ir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090 
{X78284) RL5 ribosomal protein [Medicago sativa] ~ 



34493 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



237560 ' ^ 

uC-gsronu33B14 6d04bl 

BLASTX 

g2894612 

372 

l.Oe-35 

106 

64 

(AL021889) putative protein [Arabidopsis thaliana] 
237561 

uC-gsronu33B14 6dl2bl 

BLASTX 

g3935150 

337 

l.Oe-31 

117 

40 

{AC005106) T25N20.14 [Arabidopsis thaliana] 
237562 

uC-gsronu33B14 6e04bl 
BLASTX 
g4580461 
354 
' l.Oe-33 
81 
83 

(AC006081) unknown protein [Arabidopsis thaliana] 
237563 

uC-gsronu33B14 6e06bl 

BLASTX 

gl871192 

183 

l.Oe-13 

114 

45 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

237564 

uC-gsronu33B14 6fllbl 

BLASTX 

gll3624 

515 

2.0e-52 

115 

87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_22620_emb_CAA4 664 9_ (X65742) f ructose-bisphosphate 
aldolase [Spinacia oleracea] 

237565 

uC-gsronu33B14 6g03bl 
BLASTX 



34494 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2827528 
155 

2.0e-10 

4 3- 
89 

{AL021633) predicted protein [Arabidopsis thaliana] 
237566 

uC-gsronu33B14 6g07bl 

BLASTX 

g4220462 

356 

7.0e-34 

124 

54 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF 0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

237567 

uC-gsronu33B14 6h01bl 

BLASTX 

g4539305 

223 

2.0e-18 

42 

88 

(AL04948.0) putative protein [Arabidopsis thaliana] 
237568 

uC-gsronu33B14 7a01bl 

BLASTX 

g2351374 

326 

6.0e-31 

70 

91 

(U54560).:putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

237569 

uC-gsronu33B147b02bl 

BLASTX 

g3879754 

214 

5.0e-17 

108 . • 

41 

(Z72514) Similarity to Rabbit glycogenin (SW:GLYG RABIT) 
[Caenorhabditis elegans] ~ 

237570 

uC-gsronu33B147c05bl 

BLASTX 

g4185819 

180 

3.0e-13 



34495 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 
70 

(AF116845). metallothionein-like type 1 protein [Ipomoea 
batatas] 

237571 

uC-gsronu33B147c07bl 

BLASTX 

g2218141 

168 

4.0e-12 

49 

61 

{AF004914) E8 protein homolog [Lycopersicon esculentum] 
237572 

uC-gsronu33B147cl2bl 

BLASTX 

g4455188 

263 

6.0e-23 

105 

57 

(AL035521) putative protein [Arabidopsis thaliana] 
237573 

uC-gsronu33B147d07bl 

BLASTX 

g4091117 

462 

4,0e-46 

124 

69 

(AF047428) nucleic acid binding protein [Oryza sativa] 
237574 

uC-gsronu33B147dllbl 

Bl5^STX 

g2145356 

534 

9.0e-55 

128 

77 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

237575 

uC-gsronu33B14 7el2bl 

BLASTX 

g3892055 

461 

5.0e-46 

133 

69 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



34496 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237576 

uC-gsronu33B147hllbl 

BLASTX 

gl34976 

166 

4.0e-12 

48 

71 

GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_81619_pir_S12042 
glucose transport protein STPl - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 

237577 

uC-gsronu33B148a06bl 

BLASTX 

g2181186 

378 

l.Oe-36 

91 

45 

(X97323) outward rectifying potassium channel KCOl 
[Arabidopsis thaliana] >gi_2230761_emb_CAA69158_ (Y07825) 
kcol [Arabidopsis thaliana] 

237578 

uC-gsronu33B14 8e04bl 

BLASTX 

g3600053 

453 ■ 

3.0e-45 

123 

31 

(AF080120) 
box (Pfam: 



[Arabidopsis thaliana] 
237579 - 

uC-gsronu33B148f02bl 

BLASTX 

g3822225 

165 

2.0e-ll 

106 

37 

(AF079183) 
thaliana] 



contains similarity to HMG (high mobility group) 
HMG_box.hmm, scores: 70.67, 53.09 and 80.15) 



RING-H2 finger protein RHGla [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237580 

uC-gsronu33B148f06bl 

BLASTX 

g4249380 

228 

l.Oe-18 

96 

55 

(AC005966) ESTs gb_Z37637, gb_AA0424 98 and gb_AA042269 come 



34497 



from this gene. [Arabidopsis thaliana] 



Seq. No. - ' 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



237581 

uC-gsronu33B14 9a05bl 

BLASTX 

g4185819 

192 

l.Oe-14 
47 
68 

(AF116845) 
batatas] 



metallothionein-like type 1 protein [Ipomoea 



237582 

uC-gsronu33B14 9a06bl 

BLASTX 

g3927835 

559 

l.Oe-57 
132 
80 

(AC005727) 
thaliana] 



similar to Streptomyces PapA [Arabidopsis 



237583 

uC-gsronu33B14 9cl2bl 

BLASTX 

g218157 

191 

l.Oe-14 

43 

86 

(D13512) cytoplasmic aldolase [Oryza sativa] 
237584 

uC-gsronu33B14 9e05bl 

BLASTX 

gl703446 

449 

9.0e-45 

122 

70 

L-ASPARAGINASE (L-ASPARAGINE AMIDOHYDROLASE ) 
>gi_1076292_pir_S53127 asparaginase - Arabidopsis thaliana 
>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 

237585 

uC-gsronu33B14 9f lObl 

BLASTX 

g2541876 

279 

l.Oe-24 

150 

39 

{D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



33^98 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value . 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method * 

NCBf GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



. Seq. No. 

Seq. ID 

Method 
■ NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237586 

uC-gsronu33B14 9g08bl 
BLASTX 
g4056496 
516 

l.Oe-52 
119 
75 

(AC005896) unknown protein [Arabidopsis thaliana] 
237587 

uC-gsronu33B14 9gllbl 
BLASTX 
g2827141 
340 

3.0e-32 
65 
91 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

237588 

uC-gsronu33B14 9h01bl 

BLASTX 

g4512705 

476 

4.0e-48 

105 

89 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

237589 

uC-gsronu33B14 9h07bl 

BLASTX 

g4432855 

234 

l.Oe-19 

116 

53 

(AC006300) unknown protein [Arabidopsis thaliana] 
237590 

uC-gsronu33B150allbl 

BLASTX 

g2129770 

183 

l.Oe-13 

48 

65 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 

>o?°9f^^^?;^SK^^o^^r''^^^^^'^ protein [Arabidopsis thaliana] 
>gi_2154 611_dbj_BAA20290_ {D63510) endoxyloglucan • 
transferase related protein [Arabidopsis thaliana] 



34 4 99 



# 



Seq. No. 

Seq. . ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237591 

uC-gsronu33B150d06bl 

BLASTX 

gll74867 

153 

3.0e-10 

35 

83 

no^So^M^J:'^^^^^"^^^^ ^ REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C {OBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 8 2 
KD PROTEIN) >gi_633687_emb_CAA55862_ (X79275) 

l!^'''^nn?i:::''^^''''^''°''^ ^ reductase [Solanum tuberosum] 
>gi_1094912_prf_2107179A cytochrome c 
oxidase :SUBUNIT=8.2kD [Solanum tuberosum] 

237592 

uC-gsronu33B150dl0bl 

BLASTX 

g3335366 

218 

2.0e-17 

76 

54 

(AC003028) unknown protein [Arabidopsis thallana] 
237593 

uC-gsronu33B150dl2bl 

BLASTX 

g3643082 

149 

l.Oe-09 

67 

51 

protein phosphatase-2C; PP2C [Mesembryanthemum 
crys raj-XinumJ 



■237594 

uC-gsronu33B150e01bl 

BLASTX 

g3582434 

255 

4.0e-22 

97 

58 

(AB017273) 
japonica] 



low-molecular-weight heat shock protein [Cuscuta 



237595 

uC-gsronu33B150gl0bl 

BLASTX 

g4455293 

253 

l.Oe-21 
58 

86 • ... . 

(AL035528) putative protein [Arabidopsis thaliana] 



34500 



